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NOVEL PROTEINS AND NUCLEIC ACIDS ENCODING SAME 

BACKGROUND OF THE INVENTION 

' The invention generally relates to nucleic acids and polypeptides. More particularly, 
the invention relates to nucleic acids encoding novel molecule (MOL) polypeptides, as well as 
5 vectors, host cells, antibodies, and recombinant methods for producing these nucleic acids and 
polypeptides. 

SUMMARY OF THE INVENTION 

The invention is based in part upon the discovery of nucleic acid sequences encoding 
novel polypeptides. The novel nucleic acids and polypeptides are referred to herein as 
10 MOLX, or MOL1, MOL2, MOL3, MOM, MOL5, MOL6, MOL7, and MOL8 nucleic acids 
and polypeptides. These nucleic acids and polypeptides, as well as derivatives, homologs, 
analogs and fragments thereof, will hereinafter be collectively designated as "MOLX" nucleic 
acid or polypeptide sequences. 

In one aspect, the invention provides an isolated MOLX nucleic acid molecule 
1 5 encoding a MOLX polypeptide that includes a nucleic acid sequence that has identity to the 
nucleic acids disclosed in SEQ ID NOS:l, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, and 23. In some 
embodiments, the MOLX nucleic acid molecule will hybridize under stringent conditions to a 
nucleic acid sequence complementary to a nucleic acid molecule that includes a protein- 
coding sequence of a MOLX nucleic acid sequence. The invention also includes an isolated 
20 nucleic acid that encodes a MOLX polypeptide, or a fragment, homolog, analog or derivative 
thereof. For example, the nucleic acid can encode a polypeptide at least 80% identical to a 
polypeptide comprising the amino acid sequences of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, and 24. The nucleic acid can be, for example, a genomic DNA fragment or a 
. cDNA molecule that includes the nucleic acid sequence of any of SEQ H) NOS:l, 3, 5, 7, 9, 
25 11,13, 15,17, 19, 21, and 23. 

Also included in the invention is an oligonucleotide, e.g., an oligonucleotide which 
includes at least 6 contiguous nucleotides of a MOLX nucleic acid (e.g., SEQ ID NOS: 1, 3, 5, 
7, 9, 1 1, 13, 15, 17, 19, 21, and 23) or a complement of said oligonucleotide. 

Also included in the invention are substantially purified MOLX polypeptides (SEQ ID 
30 NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24). In certain embodiments, the MOLX 

1 
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polypeptides include an amino acid sequence that is substantially identical to the amino acid 
sequence of a human MOLX polypeptide. 

The invention also features antibodies that immunoselectively bind to MOLX 
polypeptides, or fragments, homologs, analogs or derivatives thereof. 

5 In another aspect, the invention includes pharmaceutical compositions that include 

therapeutically- or prophylactically-effective amounts of a therapeutic and apharmaceuticaily- 
acceptable carrier. The therapeutic can be, eg., a MOLX nucleic acid, a MOLX polypeptide, 
or an antibody specific for a MOLX polypeptide. In a further aspect, the invention includes, in 
one or more containers, a therapeutically- or prophylactically-effective amount of this 

1 0 pharmaceutical composition. 

In a further aspect, the invention includes a method of producing a polypeptide by 
culturing a cell that includes a MOLX nucleic acid, under conditions allowing for expression 
of the MOLX polypeptide encoded by the DNA. If desired, the MOLX polypeptide can then 
be recovered. 

15 In another aspect, the invention includes a method of detecting the presence of a 

MOLX polypeptide in a sample. In the method, a sample is contacted with a compound that 
selectively binds to the polypeptide under conditions allowing for formation of a complex 
between the polypeptide and the compound. The complex is detected, if present, thereby 
identifying the MOLX polypeptide within the sample. 

20 The invention also includes methods to identify specific cell or tissue types based on 

their expression of a MOLX. 

Also included in the invention is a method of detecting the presence of a MOLX 
nucleic acid molecule in a sample by contacting the sample with a MOLX nucleic acid probe 
or primer, and detecting whether the nucleic acid probe or primer bound to a MOLX nucleic 

25 acid molecule in the sample. 

In a further aspect, the invention provides a method for modulating the activity of a 
MOLX polypeptide by contacting a cell sample that includes the MOLX polypeptide with a 
compound that binds to the MOLX polypeptide in an amount sufficient to modulate the 
activity of said polypeptide. The compound can be, e.g., a small molecule, such as a nucleic 

30 acid, peptide, polypeptide, peptidomimetic, carbohydrate, lipid or other organic (carbon- 
containing) or inorganic molecule, as further described herein. 

Also within the scope of the invention is the use of a therapeutic in the manufacture of 
a medicament for treating or preventing disorders or syndromes including, e.g., endometriosis, 
fertility disorders, hypercoagulation, idiopathic thrombocytopenic purpura, 
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immunodeficiencies, systemic lupus erythematosus, asthma, emphysema, scleroderma, 
allergy, ARDS, Von Hippel-Lindau (VHL) syndrome, Alzheimer's disease, stroke, tuberous 
sclerosis, hypercalcemia, Parkinson's disease, Huntington's disease, cerebral palsy, epilepsy, 
multiple sclerosis, ulcers, ataxia-telangiectasia, leukodystrophies, behavioral disorders, 
5 addiction, anxiety, pain, neuroprotection, osteoporosis, arthritis, ankylosing spondylitis, 

scoliosis, diabetes, autoimmune disease, myasthenia gravis, muscular dystrophy, renal artery 
stenosis, interstitial nephritis, glomerulonephritis, polycystic kidney disease, systemic lupus 
erythematosus, renal tubular acidosis, IgA nephropathy, Lesch-Nyhan syndrome, 
developmental disorders, growth disorders, and/or wounds, cardiomyopathy, atherosclerosis, 

10 hypertension, congenital heart defects, aortic stenosis, atrial septal defect (ASD), 

atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary stenosis , subaortic stenosis, 
ventricular septal defect (VSD), valve diseases, obesity, transplantation, hemophilia, 
hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, graft versus 
host disease (GVHD), lymphaedema, adrenoleukodystrophy, congenital adrenal hyperplasia, 

1 5 neuronal developmental, organizational, mediated and interactive disorders and disease; 

endocrine dysfunctions, growth and reproductive disorders, injury repair, cancer including but 
not limited to lung or breast cancer, endocrine disorders, inflammatory disorders, gastro- 
intestinal disorders and disorders of the respiratory system, Rheumatoid arthritis (RA), CNS 
disorders, Down syndrome, Schizophrenia, nutritional deficiencies, primary open-angle 

20 glaucoma (POAG), and bone disorders, hematopoietic disorders, or other disorders. The 
therapeutic can be, e.g., a MOLX nucleic acid, a MOLX polypeptide, or a MOLX-specific 
antibody, or biologically-active derivatives or fragments thereof. 

For example, the compositions of the present invention will have efficacy for treatment 
of patients suffering from: Cancer including endometriosis, fertility disorders, 

25 hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, systemic lupus 
erythematosus, asthma, emphysema, scleroderma, allergy, ARDS, Von Hippel-Lindau (VHL) 
syndrome, Alzheimer's disease, stroke, tuberous sclerosis, hypercalcemia, Parkinson's disease, 
Huntington's disease, cerebral palsy, epilepsy, multiple sclerosis, ulcers, ataxia-telangiectasia, 
leukodystrophies, behavioral disorders, addiction, anxiety, pain, neuroprotection, osteoporosis, 

30 arthritis, ankylosing spondylitis, scoliosis, diabetes, autoimmune disease, myasthenia gravis, 
muscular dystrophy, renal artery stenosis, interstitial nephritis, glomerulonephritis, polycystic 
kidney disease, systemic lupus erythematosus, renal tubular acidosis, IgA nephropathy, Lesch- 
Nyhan syndrome, developmental disorders, growth disorders, and/or wounds, 
cardiomyopathy, atherosclerosis, hypertension, congenital heart defects, aortic stenosis, atrial 
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septal defect (ASD), atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary 
stenosis , subaortic stenosis, ventricular septal defect (VSD), valve diseases, obesity, 
transplantation, hemophilia, hypercoagulation, idiopathic thrombocytopenic purpura, 
immunodeficiencies, graft versus host disease (GVHD), lymphaedema, adrenoleukodystrophy, 
congenital adrenal hyperplasia, neuronal developmental, organizational, mediated and 
interactive disorders and disease; endocrine dysfimctions, growth and reproductive disorders, 
injury repair, cancer including but not limited to lung or breast cancer, endocrine disorders, 
inflammatory disorders, gastro-intestinal disorders and disorders of the respiratory system, 
Rheumatoid arthritis (RA), CNS disorders, Down syndrome, Schizophrenia, nutritional 
deficiencies, primary open-angle glaucoma (POAG), and bone disorders, hematopoietic 
disorders and/or other pathologies and disorders of the like. 

The polypeptides can be used as immunogens to produce antibodies specific for the 
invention and as vaccines. They can also be used to screen for potential agonist and antagonist 
compounds. For example, a cDNA encoding MOLX may be useful in gene therapy, and 
MOLX may be useful when administered to a subject in need thereof By way of nordimiting 
example, the compositions of the present invention will have efficacy for treatment of patients 
suffering from endometriosis, fertility disorders, hypercoagulation, idiopathic 
thrombocytopenic purpura, immunodeficiencies, systemic lupus erythematosus, asthma, 
emphysema, scleroderma, allergy, ARDS, Von Hippel-Lindau (VHL) syndrome, Alzheimer's 
disease, stroke, tuberous sclerosis, hypercalcemia, Parkinson's disease, Huntington's disease, 
cerebral palsy, epilepsy, multiple sclerosis, ulcers, ataxia-telangiectasia, leukodystrophies, 
behavioral disorders, addiction, anxiety, pain, neuroprotection, osteoporosis, arthritis, 
ankylosing spondylitis, scoliosis, diabetes, autoimmune disease, myasthenia gravis, muscular 
dystrophy, renal artery stenosis, interstitial nephritis, glomerulonephritis, polycystic kidney 
disease, systemic lupus erythematosus, renal tubular acidosis, IgA nephropathy, Lesch-Nyhan 
syndrome, developmental disorders, growth disorders, and/or wounds, cardiomyopathy, 
atherosclerosis, hypertension, congenital heart defects, aortic stenosis, atrial septal defect 
(ASD), atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary stenosis , subaortic 
stenosis, ventricular septal defect (VSD), valve diseases, obesity, transplantation, hemophilia, 
hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, graft versus 
host disease (GVHD), lymphaedema, adrenoleukodystrophy, congenital adrenal hyperplasia, 
neuronal developmental, organizational, mediated and interactive disorders and disease; 
endocrine dysfunctions, growth and reproductive disorders, injury repair, cancer including but 
not limited to lung or breast cancer, endocrine disorders, inflammatory disorders, gastro- 
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intestinal disorders and disorders of the respiratory system, Rheumatoid arthritis (RA), CNS 
disorders, Down syndrome, Schizophrenia, nutritional deficiencies, primary open-angle 
glaucoma (POAG), and bone disorders, hematopoietic disorders and/or other pathologies and 
disorders. 

5 The invention further includes a method for screening for a modulator of disorders or 

syndromes including, e.g., endometriosis, fertility disorders, hypercoagulation, idiopathic 
thrombocytopenic purpura, immunodeficiencies, systemic lupus erythematosus, asthma, 
emphysema, scleroderma, allergy, ARDS, VonHippel-Lindau (VHL) syndrome, Alzheimer's 
disease, stroke, tuberous sclerosis, hypercalcemia, Parkinson's disease, Huntington's disease, 

10 cerebral palsy, epilepsy, multiple sclerosis, ulcers, ataxia-telangiectasia, leukodystrophies, 
behavioral disorders, addiction, anxiety, pain, neuroprotection, osteoporosis, arthritis, 
ankylosing spondylitis, scoliosis, diabetes, autoimmune disease, myasthenia gravis, muscular 
dystrophy, renal artery stenosis, interstitial nephritis, glomerulonephritis, polycystic kidney 
disease, systemic lupus erythematosus, renal tubular acidosis, IgA nephropathy, Lesch-Nyhan 

1 5 syndrome, developmental disorders, growth disorders, and/or wounds, cardiomyopathy, 
atherosclerosis, hypertension, congenital heart defects, aortic stenosis, atrial septal defect 
(ASD), atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary stenosis , subaortic 
stenosis, ventricular septal defect (VSD), valve diseases, obesity, transplantation, hemophilia, 
hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, graft versus 

20 host disease (GVHD), lymphaedema, adrenoleukodystrophy, congenital adrenal hyperplasia, 
neuronal developmental, organizational, mediated and interactive disorders and disease; 
endocrine dysfunctions, growth and reproductive disorders, injury repair, cancer including but 
not limited to lung or breast cancer, endocrine disorders, inflammatory disorders, gastro- 
intestinal disorders and disorders of the respiratory system, Rheumatoid arthritis (RA), CNS 

25 disorders, Down syndrome, Schizophrenia, nutritional deficiencies, primary open-angle 

glaucoma (POAG), and bone disorders, hematopoietic disorders or other disorders related to 
cell signal processing and metabolic pathway modulation. The method includes contacting a 
test compound with a MOLX polypeptide and determining if the test compound binds to said 
MOLX polypeptide. Binding of the test compound to the MOLX polypeptide indicates the 

30 test compound is a modulator of activity, or of latency or predisposition to the aforementioned 
disorders or syndromes. 

Also within the scope of the invention is a method for screening for a modulator of 
activity, or of latency or predisposition to an disorders or syndromes including, e.g., 
endometriosis, fertility disorders, hypercoagulation, idiopathic thrombocytopenic purpura, 
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immunodeficiencies, systemic lupus erythematosus, asthma, emphysema, scleroderma, 
allergy, ARDS, Von Hippel-Lindau (VHL) syndrome, Alzheimer's disease, stroke, tuberous 
sclerosis, hypercalcemia, Parkinson's disease, Huntington's disease, cerebral palsy, epilepsy, 
multiple sclerosis, ulcers, ataxia-telangiectasia, leukodystrophies, behavioral disorders, 
5 addiction, anxiety, pain, neuroprotection, osteoporosis, arthritis, ankylosing spondylitis, 

scoliosis, diabetes, autoimmune disease, myasthenia gravis, muscular dystrophy, renal artery 
stenosis, interstitial nephritis, glomerulonephritis, polycystic kidney disease, systemic lupus 
erythematosus, renal tubular acidosis, IgA nephropathy, Lesch-Nyhan syndrome, 
developmental disorders, growth disorders, and/or wounds, cardiomyopathy, atherosclerosis, 
1 0 hypertension, congenital heart defects, aortic stenosis, atrial septal defect (ASD), 

atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary stenosis , subaortic stenosis, 
ventricular septal defect (VSD), valve diseases, obesity, transplantation, hemophilia, 
hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, graft versus 
host disease (GVHD), lymphaedema, adrenoleukodystrophy, congenital adrenal hyperplasia, 
1 5 neuronal developmental, organizational, mediated and interactive disorders and disease; 

endocrine dysfunctions, growth and reproductive disorders, injury repair, cancer including but 
not limited to lung or breast cancer, endocrine disorders, inflammatory disorders, gastro- 
intestinal disorders and disorders of the respiratory system, Rheumatoid arthritis (RA), CNS 
disorders, Down syndrome, Schizophrenia, nutritional deficiencies, primary open-angle 
20 glaucoma (POAG), and bone disorders, hematopoietic disorders or other disorders related to 
cell signal processing and metabolic pathway modulation by administering a test compound to 
a test animal at increased risk for the aforementioned disorders or syndromes. The test animal 
expresses a recombinant polypeptide encoded by a MOLX nucleic acid. Expression or 
activity of MOLX polypeptide is then measured in the test animal, as is expression or activity 
25 of the protein in a control animal which recombinantly-expresses MOLX polypeptide and is 
not at increased risk for the disorder or syndrome. Next, the expression of MOLX polypeptide 
in both the test animal and the control animal is compared. A change in the activity of MOLX 
polypeptide in the test animal relative to the control animal indicates the test compound is a 
modulator of latency of the disorder or syndrome. 
30 In yet another aspect, the invention includes a method for determining the presence of 

or predisposition to a disease associated with altered levels of a MOLX polypeptide, a MOLX 
nucleic acid, or both, in a subject {e.g., a human subject). The method includes measuring the 
amount of the MOLX polypeptide in a test sample from the subject and comparing the amount 
of the polypeptide in the test sample to the amount of the MOLX polypeptide present in a 
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control sample. An alteration in the level of the MOLX polypeptide in the test sample as 
compared to the control sample indicates the presence of or predisposition to a disease in the 
subject. Preferably, the predisposition includes, e.g. y endometriosis, fertility disorders, 
hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, systemic lupus 
5 erythematosus, asthma, emphysema, scleroderma, allergy, ARDS, Von Hippel-Lindau (VHL) 
syndrome, Alzheimer's disease, stroke, tuberous sclerosis, hypercalceimia, Parkinson's disease, 
Huntington's disease, cerebral palsy, epilepsy, multiple sclerosis, ulcers, ataxia-telangiectasia, 
leukodystrophies, behavioral disorders, addiction, anxiety, pain, neuroprotection, osteoporosis, 
arthritis, ankylosing spondylitis, scoliosis, diabetes, autoimmune disease, myasthenia gravis, 

10 muscular dystrophy, renal artery stenosis, interstitial nephritis, glomerulonephritis, polycystic 
kidney disease, systemic lupus erythematosus, renal tubular acidosis, IgA nephropathy, Lesch- 
Nyhan syndrome, developmental disorders, growth disorders, and/or wounds, 
cardiomyopathy, atherosclerosis, hypertension, congenital heart defects, aortic stenosis, atrial 
septal defect (ASD), atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary 

15 stenosis , subaortic stenosis, ventricular septal defect (VSD), valve diseases, obesity, 
transplantation, hemophilia, hypercoagulation, idiopathic thrombocytopenic purpura, 
immunodeficiencies, graft versus host disease (GVHD), lymphaedema, adrenoleukodystrophy, 
congenital adrenal hyperplasia, neuronal developmental, organizational, mediated and 
interactive disorders and disease; endocrine dysfunctions, growth and reproductive disorders, 

20 injury repair, cancer including but not limited to lung or breast cancer, endocrine disorders, 
inflammatory disorders, gastro-intestinal disorders and disorders of the respiratory system, 
Rheumatoid arthritis (RA), CNS disorders, Down syndrome, Schizophrenia, nutritional 
deficiencies, primary open-angle glaucoma (POAG); and bone disorders, hematopoietic 
disorders. Also, the expression levels of the new polypeptides of the invention can be used in a 

25 method to screen for various cancers as well as to determine the stage of cancers. 

In a further aspect, the invention includes a method of treating or preventing a 
pathological condition associated with a disorder in a mammal by administering to the subject 
a MOLX polypeptide, a MOLX nucleic acid, or a MOLX-specific antibody to a subject (e.g., a 
human subject), in an amount sufficient to alleviate or prevent the pathological condition. In 

30 preferred embodiments, the disorder, includes, e.g., endometriosis, fertility disorders, 

hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, systemic lupus 
erythematosus, asthma, emphysema, scleroderma, allergy, ARDS, Von Hippel-Lindau (VHL) 
syndrome, Alzheimer's disease, stroke, tuberous sclerosis, hypercalceimia, Parkinson's disease, 
Huntington's disease, cerebral palsy, epilepsy, multiple sclerosis, ulcers, ataxia-telangiectasia, 
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leukodystrophies, behavioral disorders, addiction, anxiety, pain, neuroprotection, osteoporosis, 
arthritis, ankylosing spondylitis, scoliosis, diabetes, autoimmune disease, myasthenia gravis, 
muscular dystrophy, renal artery stenosis, interstitial nephritis, glomerulonephritis, polycystic 
kidney disease, systemic lupus erythematosus, renal tubular acidosis, IgA nephropathy, Lesch- 
Nyhan syndrome, developmental disorders, growth disorders, and/or wounds, 
cardiomyopathy, atherosclerosis, hypertension, congenital heart defects, aortic stenosis, atrial 
septal defect (ASD), atrioventricular (A-V) canal defect, ductus arteriosus , pulmonary 
stenosis , subaortic stenosis, ventricular septal defect (VSD), valve diseases, obesity, 
transplantation, hemophilia, hypercoagulation, idiopathic thrombocytopenic purpura, 
immunodeficiencies, graft versus host disease (GVHD), lymphaedema, adrenoleukodystrophy, 
congenital adrenal hyperplasia, neuronal developmental, organizational, mediated and 
interactive disorders and disease; endocrine dysfunctions, growth and reproductive disorders, 
injury repair, cancer including but not limited to lung or breast cancer, endocrine disorders, 
inflammatory disorders, gastro-intestinal disorders and disorders of the respiratory system, 
Rheumatoid arthritis (RA), CNS disorders, Down syndrome, Schizophrenia, nutritional 
deficiencies, primary open-angle glaucoma (POAG), and bone disorders, hematopoietic 
disorders, and/or other diseases or disorders. 

In yet another aspect, the invention can be used in a method to identity the cellular 
receptors and downstream effectors of the invention by any one of a number of techniques 
commonly employed in the art. These include but are not limited to the two-hybrid system, 
affinity purification, co-precipitation with antibodies or other specific-interacting molecules. 

Unless otherwise defined, all technical and scientific terms used herein have the same 
meaning as commonly understood by one of ordinary skill in the art to which this invention 
belongs. Although methods and materials similar or equivalent to those described herein can 
be used in the practice or testing of the present invention, suitable methods and materials are 
described below. All publications, patent applications, patents, and other references 
mentioned herein are incorporated by reference in their entirety. In the case of conflict, the 
present specification, including definitions, will control In addition, the materials, methods, 
and examples are illustrative only and not intended to be limiting. 

Other features and advantages of the invention will be apparent from the following 
detailed description and claims. 
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DETAILED DESCRIPTION OF THE INVENTION 



The invention is based, in part, upon the discovery of novel nucleic acid sequences that 
encode novel polypeptides. The novel nucleic acids and their encoded polypeptides are 
referred to individually as MOL1, MOL2, MOL3, MOL4, MOL5, MOL6, MOL7, and MOL8. 
5 The nucleic acids, and their encoded polypeptides, are collectively designated herein as 
"MOLX". 

The novel MOLX nucleic acids of the invention include the nucleic acids whose 
sequences are provided in Tables 1 A, ID, 2A, 3 A, 3D, 4A, 5 A, 5C, 5E, 6A, 7A, and 8A. 
inclusive ("Tables 1 A - 8 A"), or a fragment, derivative, analog or homolog thereof. The novel 
10 MOLX proteins of the invention include the protein fragments whose sequences are provided 
in Tables IB, IE, 2B, 3B, 3E, 4B, 5B, 5D, 5F, 6B, 7B, and 8B inclusive ("Tables IB - 8B"). 
The individual MOLX nucleic acids and proteins are described below. Within the scope of 
this invention is a method of using these nucleic acids and peptides in the treatment or 
prevention of a disorder related to cell signaling or metabolic pathway modulation. 



15 MOL1 

MOLla 

A disclosed Notch-like nucleic acid of 7410 nucleotides, MOLla, alternatively referred 
to as SC29674552JBXT, is shown in Table 1 A. The disclosed MOLla open reading frame 
("ORF") begins at the ATG initiation codon at nucleotides 1-3 and terminates at a TGA codon 
20 at nucleotides 7408-7410. In Table 1 A, the start and stop codons are depicted with bold letters. 



Table 1A. MOLla nucleotide sequence (SEQ ID NO:l). 

MGCCCG^ 

GCAGTGTCGAGATGGCTATGAACCCTC 

AATGTCCAGAAGGCTTCTTGGGGGAATATTGTCAACAT 

ACTTGTGTC&CCCAGGCCATGCTGX^ 

CTCGACATCTCATCCATGCTTTGTCT 

ATGAGTGCACCTGTCAAGTCGGGTTTACAGG 

AATGGAAGTACCTGTACCACTGTGGCCAACCAGTTCT 

GACTGATGTCAATGAGTGTGACATTCCAGGAC^CTC 

AGTGCCAGTGCCCrCTVGGGCTTCACAGGC 

AATGGAGGCACCTGTCXIGCAGACTGGTGAOT 

GAGGAATATTGATGACTCCCCTAACCACA£GTC^ 

GCCGCTGTCCCCCACAATGGACAGGACAGTTCT 

CAAAACTGGGGCACCTGTGCCAACCGCAATGGAGGCTATGGCT 

CAGTGAGAACATTGATGATTGTGCCTTC^ 

CTTGCATGTGCCCAGAGGGGAAGGCAGGTCTCX^ 

GGGGCACTGTGTGACACCAACCCCCTAAATGGGC^T 

CACAGAAGATGTGGATGAATGTGCCATGGCCAATAGCAATC 

GCGCCTTCCACTGTGAGTGTCTGAAGGGTTATGC^GGACCTCGTTGTGAGATGGACAT 
CCCTGCCAGAATGATGCTACCTGTCTGGATAAGATTGGAGGCTTCACATGTCTGTGCATG 
GCATTGTGAATTAGAAATAAATGAATCTCAGAGCAACCCIT^ 
GTTTCCAGTGCCTGTGTCCTCCTGGTTTCACTGGGCCAGTTTGCCAGATTO 
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TGTCTGAATGGGGCAAAGTGTATOGAT^ 

GTGTGAGGAGAACATTGAC^CTGTGACCCCGATCCTT^ 

CCTGCATCIXX^TCCXX^ 

AACGATGGTCGCTGCATTGACCTGCT 

AATTAATTTTGATGACTGTGCAACTAACCC^^ 

TCTGCTCACCAGGATTCACAGGGCAGAGATGTAA 

GCAACATGTATCAACGGTGTGAATCGT^ 

GGTGAACGAATGCCTGAGCAATCCCTGCATCCATGGA^ 

ATGCAGGCTGGGTTGGCATCAACTGTGAAGTGGACAAAAA 

TGTGAGAATCTGGTGAATGGATACAGGTGTACCT 

TCAATGTGCCTCAAATCCATGCCTCAACCAAGGAA^ 

TGCCATACACAGGTAAGAATTGTCAGACAGTATT^ 

AAAGAGTCACCAAATTTTGAGAGTTATACTTGCTTGTGTGCT 

TGACGAGTGTATCTCCAAGCCCTGCATGAACCATGGTCTCTGCCATAAC^ 

CACCAGGCTTCAGTGGTATGGAClXn?GAGGAGGACATTGATGA^^ 

TGTATGGATGGAGTGAATACTTTCTCCTGCCTCTGCCT 

TGAGTGTCTGAGTGAACCCTGTAAGAATGGAGGGACCTGCTOT 

CAGGATTTGATGGAGTCCATTGTGAGAACAACAT 

GTTGATGGGATTAACTCCTTCTCTTGCTTGTGCCC 

ATGCAGCTCTCATCCATGCCTGAATGATGGAACGTGTC 

GCTACACTGGGAAAAACTGTCAGACCCTGGTGAATCTCTGCAGTOT 

CAGAAAAAAGCAGAGTCCCAGTGCCTATGTCCAT^ 

TGACATAGCAGCCTCCAGGAGAGGTGTGCTTGTTGAACAOT 

ACACGCATTACTGTCAGTGCCCCCTX3GGCTATACTGGGAGCTACTC 

OCCTGCCAGCACGGGGCAACATGCAGTGACTTC^ 

CAACTGTGAGTATGAAGTGGATGAGTGCCAGAATCAGCCCTGC^ 

ATTTCAAGTGCTCTTGCCCACCAGGCACTCX3GOT 

TGCCTTAATGGTGGTCAGTGCATGGATAGGATT 

TTGTGAGGGAGACATCAACGAGTGCCTCTCCAACCCCTGCA^ 

ATGACTACCTGTGTGTTTGCCGT^ 

OCCTOCCTGAATGG3USGGACTTGnX3CTGTGGCCA^ 

TTCCGGGGCAAGGTGCCAGAGCAGCTGTG 

GACCCOSCTGCrTCTGCCCCAGT^ 

TGCCACCCTCAGCXKX^GCCTCCTTATTACTCCT 

C^a^C^CCCCCCAGCArcCCT^^ 

ATGAGGCCTGCAACAGCCATGCCTGCCAGTGGGATGGGGGTGACTGTTCT 

TGCTCCTCCCCACTTCCCTGCTGGGATTATAXCAACAAC^ 

TGACAACTTTGAATGCCAGGGGAACAGCAAGA 

ACTGTGACCAGGGGTGCAACAGTGAGGAGTGTGGTTGGGATGGGC^ 

GCAGAAGGTACCCTGGTTATTGTGGTATTGATGCCACCTGAACAACT 

ACTGGGTACCCTGCTCCACACCAACCTGCX3CATTAAGCX^ 

GTGAGAAGTCAGCTGCTATGAAGAAACAGAGGATGAC^ 

GGGTCTAAAGTCTTTCTGGAAATTGAGAACCG 

AGCAGCAGCTCTCCTGGCCTCTC^ 

TGACTCCAGAACGC^CTCAGCTOTCTATCrrcOT 

GTAATC^TGGCAAAACGAAAGCCTAAGC^TGGCTCTCTCT 

CAATCACAAGCGTCGTGAGCC^GTCGGACA^^ 

ACCTAATTGGTACTGGAACAAGTGAACACTGGGTCGATGATGAAGGGC 

GAGGCCTTACTCTCAGAAGAAGATGACCCCATTGATC 

CCGTAGGAmCCATCGCTGGC^CTCACCCCrcCTCAGGCAGAGCA 

GCCCAGATGG CTGCACC CCATTGATGTTGGCTT CT CTC CGAGGAGGCAGCT CAGATTTGAGTGATGAAGATGAAGAT 

GCAGAGGACTCTTCTGCTAACATCATCZACAGACTTGG 

TGGTGAGATGGCCCTGCACCTTGCAGCCCGCTACTCACGGGCTGATGOT 

ATGCCAATGCCCAGGACAACATGGGCCGCTGTCCACTC 

ATTCTGATTCGCAACCGAGTAACTGATCTAGATGCCAGGATGAATC^ 

CCTGGCTGTGGAGGGAATGGTGGCAGAACTGATCAACTC 

CTGCTCTTCACTGGGCAGCTGCTGTCAATAATGTG 

ATGCAGGACAACAAGGAAGAGACACCTCTGTTC 

AGACCATTTTGCCAATO^AGACATCAC^^ 

ATGACMTGTGCGCCTTCTGGATGAATACAATGTGA 

CCTGTCATCTGTGGGCCCAACAGATCITTCCT 

TGCCAAGAGTACCATGCCTACTAGCCTCCCTAACOT 

AGTCTCTGAGTGAGAAGGTCCAACTGTCTGAGAGTTC^ 

ACGTATGTTTCOTACACCACATCCTCTCCAATGATTACATCCCCTGG^ 

GGCmCTGCXXKrCOrKXTGCCCX^GTCX^^ 

TGGCACATGGGGCCAGCACTGTGCTTCCCTCAGTGAGCC^ 

GGCAGTGCTGGAAGCTTGAGTAGGCTCCATCCAGT 

GACCCAGTACAATGAGATGTTTGGTATGGTCCTGGCTCCAGCT 

GGCCACCreAAGGGAAGCACATAACC^ 
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GGCAGTATTGTCCCAACCAGCGGGGGCTCCCCAGCCT 

CATGTACCAGATTCCAGAAATGGCCCX5TTTGCCCAGTGTGGCT 

AGGTAGCrCAGACCATTCTCCCAGCTTATCATC 

CACAGTTATCCTTCCTCAAATGCTGCTGAGCG 

GACACGATCCCCAGAGTCTCCTGACCAGTGGTCAAGT^ 

CCAGCCCTACCCCTGGGGGAGCTGGAGGAGGTCAGCG<^^ 

ATGCAGGTTTATGCGTGA 



The disclosed MOLla nucleotide encodes a protein which has 2469 amino acid 
residues, referred to as the MOLla protein. The MOLla protein was analyzed for signal 
peptide prediction and cellular localization. SignalP results predict that MOLla is cleaved 
5 between position 25 and 26 (AHA-LQ) of SEQ ID NO:2. Psort and Hydropathy profiles also 
predict that MOLla contains a signal peptide and is likely to be localized in the plasma 
membrane (Certainty=0.4600). A disclosed MOLla polypeptide sequence is presented in 
Table IB using the one-letter amino acid code. 



Table IB, Encoded MOLla protein sequence (SEQ ID NO:2). 

MPAIiRPALLWALLALWIiCCATP 

TCVAQAMI/3KATCRCASGFTGEDCQYSTSHP 

NGSTCTTVANQFSCKCLTGFTGQKra 

NGGTC^QTGDFTFECHLPGFEGSTCERNIDDCFNHRC^^ 

QNWGTCANRNGGYGCVCVNGWSGDDCSEN^ 

GALCDTNPLNGQYICTCPQGYKGADCTEDTO 

PCQNDATCLDKIGGFTCLCMPGFKGVHCELEINBCQSNPCVNNGQCVD 
CLNGAKCrDHPNGYECX3CATGFTG\n^EENrDNCDPDPCHHGQCQIX3 

NDGRC I DLVNGYQ CNCQPGTS GVNCE I NFDDCASNPC IHGI CMDGINRYS CVCS PGFTGQRCNID I DECASNPCRKG 

ATCINGVNGFRCICPEGPHHPSCYSQVNEC&SNPCIHG 

CDNLVNGYRCTCKKGFKGYNCQVNIDECASNPCLNQGTCFDDISGYTCHC^^ 

KESPNFESYTCLCAPGWQGQRCTIDIDECISKPCMNHGIjC^^ 

CMDGVOTFS^CLPGFTGDKCQTDM^ 

VDGINSFSCLCPVGFTGSFCLHEINECSSHPCT^ 

QKKAESQCLCPSGWAGAYOTVPNVSCX)IAASRRG^^ 

PCQHGATCSDFIGGYRCECVPGYQGVNCEYEVDECQNQPCQNGGT^ 

CIJJGGQCMDRIGGYSCRCLPGFAGERCEGDINECLSNPCSSEGSl^^ 

PCMGGTCAVASNMPDGSFAWPQGFSGARCX5SSCGQVKCRKGEQCVOT 

OTPQRQPPYYSCQCAPPFSGSRCELYTAPPSTPPATCLSQYC^}KARDGVC^ 

CSSPLPCWDYINNQCDELCNTVECLFDNFECQGNSKTCKOT 

AEGTLVI WLMPPEQLIjQDARS FIiRAIiGTLLHTNIjRI KRDSQGELMVYP YYGEKSAAMKKQRMTRRSLPGEQEQEVA 

GSKVFIiEI DNRQOTQDSDHCFKNTDAAAALLASHAIQGTLS YPLVSWS E ILFI I LLG 

VIMAKRKRKHGSLWLPEGFTLRRDASNHKRREPV^ 

EALLSEEDDPIDRRPWTQQHLEAADIRRTPSLALTPPQ 

AEDSSANIITDLVYQGASLQAQTDRTGEMAIiHLAARYSRADAAKRLLDAGM 

ILI RNRVTDLDARMNDGTTPLI LAARLAVEGMVAEL INCQADVNAVDDHGRSAIjHWAAAVNNVEATIiIiLIjK^ 
MQDNKEETPLFLAAREGS YEAAKI IiLDHFANRDITDHMDRLPRDVARDRMHHD I VRLI1DEYNVTPSPPGTVLTSAI1S 
PVICGPNRSFLSLKHTPMGKXSRRPSAKSTMPTSLPNLAKEAKDAKGSOT 
TWSDTTSSPMITSPGILQASPNPMLATAAPPAPVHAQHA^ 
GSAGSLSRLHPVPVPADWMNRMEVNETQYNEMFGMVL 

GS I AQPAGAPQPQSTCPPAVAGPLPTMYQ I PEMARLPSVAFPTAMMPQQDGQVAQTI LPAYHPFPASVGKYPTPPSQ 
HSYASSNAAERTPSHSGHLQGEHPYLTPSPESPDQWSSSSPHSASDWSDVTTSPTPGGAGGGQRGPGTHMSEPPHNN 
MQVYA 

10 

A region of the MOLla nucleic acid sequence has 6436 of 7416 bases (86%) identical 
to a Rattus norvegicus Notch-like protein mRNA (GENBANK-ID:RATNOTCHX | 
acc:M93661), with an E-value of 0.0. In all BLAST alignments herein, the c< E-value" or 
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"Expect" value is a numeric indication of the probability that the aligned sequences could have 
achieved their similarity to the BLAST query sequence by chance alone, within the database 
that was searched. For example, the probability that the subject ("Sbjct") retrieved from the 
MOLla BLAST analysis, e.g., the Rattus norvegicus Notch-like protein mRNA, matched the 

5 Query MOL1 a sequence purely by chance is 0.0. MOL1 a also has 2443 of 247 1 amino acid 
residues (98%) positive with patp:AAY06816 Human Notch2 (humN2) protein sequence - 
Homo sapiens, 2471 aa. 

The Expect value is used as a convenient way to create a significance threshold for 
reporting results. The default value used for blasting is typically set to 0.0001. In BLAST 2.0, 

1 0 the Expect value is also used instead of the P value (probability) to report the significance of 
matches. For example, an E value of one assigned to a hit can be interpreted as meaning that 
in a database of the current size one might expect to see one match with a similar score simply 
by chance. An E value of zero means that one would not expect to see any matches with a 
similar score simply by chance. See, e.g., 

1 5 http://ww.ncbi.nlm.nih.gov/Education/BLASTinfo/. Occasionally, a string of X's or N's 
will result from a BLAST search. This is a result of automatic filtering of the query for low- 
complexity sequence that is performed to prevent artifactual hits. The filter substitutes any 
low-complexity sequence that it finds with the letter "N" in nucleotide sequence (e.g., 
"NNNNNNNN^^ or the letter W X" in protein sequences (e.g., "XXXXXXXXX"). 

20 Low-complexity regions can result in high scores that reflect compositional bias rather than 
significant position-by-position alignment. Wootton and Federhen, M ethods Enzymol 
266:554-571,1996. 

Utilities for the MOLX nucleic acids and their encoded polypeptides can be inferred 
based on the homology of the disclosed MOLX nucleic acids and/or polypeptides (including 
25 domains of the encoded polypeptides) to previously described sequences. 

MOLla expression in different tissues was examined through TaqMan as described 
below in Example 1. 

MOLla is expressed in at least the following tissues: kidney, brain, lymph node, 
muscle, hippocampus, bone marrow, placenta, thyroid, para-thyroid, prostate, testis, 
30 epidermis, ovary, coronary artery, liver, lung, spinal cord, stomach, breast, lung, uterus, and 
colon. It is likely that Notch proteins are expressed in all tissues, so the widespread expression 
of MOLla agrees with its homology with Notch. 

One or more consensus positions (Cons. Pos.) of the nucleotide sequence of MOLla 
have been identified as single nucleotide polymorphisms (SNPs) as shown in Table 1C. A 
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dash (*'-"), when shown, means that a base is not present The sign ">" means "is changed to". 
SNPs were identified using the techniques disclosed in Example 3. 



Table 1C: SNPs for MOLla 


fVhti o an en c 

Position 


Change 


A A 
AA 

change 
Position 


jvesmue t^nange 


4288 


G> A 


1429 


A>T 


5858 


T>C 


1952 


L>P 


5833 


A>G 


1944 


T> A 


5366 


OT 


1788 


T>I 



MOLlb 

5 MOL1 a was subjected to the exon linking process to confirm the sequence. PCR 

primers were designed by starting at the most upstream sequence available, for the forward 
primer, arid at the most downstream sequence available for the reverse primer. In each case, 
the sequence was examined, walking inward from the respective termini toward the coding 
sequence, until a suitable sequence that is either unique or highly selective was encountered, 

1 0 or, in the case of the reverse primer, until the stop codon was reached. Such primers were 
designed based on in silico predictions for the full length cDNA, part (one or more exons) of 
the DNA or protein sequence of the target sequence, or by translated homology of the 
predicted exons to closely related human sequences sequences from other species. These 
primers were then employed in PCR amplification based on the following pool of human 

1 5 cDNAs: adrenal gland, bone marrow, brain - amygdala, brain - cerebellum, brain - 

hippocampus, brain - substantia nigra, brain - thalamus, brain -whole, fetal brain, fetal kidney, 
fetal liver, fetal lung, heart, kidney, lymphoma - Raji, mammary gland, pancreas, pituitary 
gland, placenta, prostate, salivary gland, skeletal muscle, small intestine, spinal cord, spleen, 
stomach, testis, thyroid, trachea, uterus. Usually the resulting amplicons were gel purified, 

20 cloned and sequenced to high redundancy. The resulting sequences from all clones were 

assembled with themselves, with other fragments in CuraGen Corporation's database and with 
public ESTs. Fragments and ESTs were included as components for an assembly when the 
extent of their identity with another component of the assembly was at least 95% over 50 bp. 
In addition, sequence traces were evaluated manually and edited for corrections if appropriate. 

25 These procedures provide the sequence reported below, which is designated MOLlb, or 
alternatively Accession Number CG56250-02. This differs from the previously identified 
sequence in lacking 996 internal amino acids in addition to a few minor changes. 
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A disclosed Notch-like nucleic acid of 6728 nucleotides, MOLlb, is shown in Table 
1C. The disclosed MOLlb open reading frame ("ORF") begins at the ATG initiation codon at 
nucleotides 13-15, and terminates at a TGA codon at nucleotides 4431-4434. In Table ID the 
start and stop codons are in bold letters, and the untranslated regions are underlined 



Table ID." MOLlb nucleotide sequence (SEQ ID NO:3). 

TCATCTGGAATTATGCCCGCCCTGCGCCCCGCTCTGC^ 

CGCGCATGCATTGCAGTGTCGAGATGGCTAT 

CAGGATACTGCAAATGTCCAGAAGGCT 

CAGAATGGTGGGACTTGTGTGGCCCAGGCCATC 

GGACTGCCAGTACTCAACATCTCATCCATGCTTTGTGTCTCGACC 

GCCGGGATACCTATGAGTGCACCTCTCAAGTCGGGTTT^^ 

CATCCCTGTGCAAATGGAAGTACCTGTACCA^ 

GCAGAAATGTGAGACTGATGTCAATGAGTGTGACATTC 

CTGGTTCCTACCAGTGCGAGTGCCCTCAGGGCTT 

TCACCTTGTCTCAATGGAGGCACCTGTCGGCAG 

AGGGAGCACCTGTGAGAGGAATATTGATGACTGCCCT^ 

TCAACACTTACAACTGCCGOTGTCCCCCACAATGGACAG^^ 

CAGCCCAATGCCTGTCAAAATGGGGGCACCTGTGCG^ 

GAGTGGAGATGACTGCAGTGAGAACATTGATG&TTGTGC 

GTGTGGCCTCCTTCTCTTGCATGTGCCCAGAGGGGAAGGCAGGTCT 

AATCCTTGCCACAAGGGGGCACTCTGrGACACCAACCCC^ 

CAAAGGGGCTGACTGCACAiGAAGATGTGGATGAATC 

GTCTGAACACGGATGGCGCCTTCCACTGTGAGTGTCTGAAGGGOT 

GAGTGCCATTCAGACCCCTGCCAGAATGATGCTACCTGTCTGG 

AGGTTTCAAAGGTGTGCATTGTGAATTAGAAATAAATGAATGTC^ 

TGGATAAAGTCAATCGTTTCCAGTGCCTGTGTCCTCCTGGTTTCAC^^ 

TGTTCCAGTACTCCGTGTCTGAATGGGGCAAAGTGTATCGATCACCCXSAATG 

TTTCACTGGTCxTGTTGTGTGAGGAGAACATTGACAA 

GTATTGATTCCTACACCTGCATCT^^ 

AGCAGCCCTTGCCTGAACX^ 

AGGGGTTAATTGTGAAATTAATTTTGATGACTCTGCAAG 

ATCGCTACAGTTGTGTCTGCTC^CCAGGATTCACAGGGCAGAGA 

CCCTGTCGCAAGGGTGCAACATGTATCAACGGTGTGAATGGTTTCC^ 

CAGCTGCTACTCACAGGTGAACGAATGCCTGAGCAATCCCT 

ATAAGTGTCTCTGTGATGCAGGCTGGGTTGGCATCAAOTGTG 

CAGAATGGAGGAACTTGTGACAATCTGX3TG 

CCAGGTGAATATTGATGAATGTGCOTCAAATCCATGCCT^ 

CTTGCCACTOTGTGCTGCCATACACAGGCAAGAAT^ 

AATGCTGCTGTTTGCAAAGAGTCACCAAATTTTG 

GTGTACCATTGAGATTGACGAGTGTATCTCCAAGCCC 

ACATGTGTGAATGTCCACCAGGCTTCAGTGGTATGGACTCTC 

CAGAATGGAGGTTCCTGTATGGATGGAGTG^ 

CCAGAGAGACATGAATGAGTGTCTGAGTGAACCC^ 

CTTGGAAGTGCCAGGCAGGATTTG^TGGAGTCCATTG 

AATGGTGGCACATGTGTTGATGGGATTAACTCCTTC 

CCATGAGATGAATGAATGCAGCTCTCATCCAT^ 

GCAGCTGCCCCCTGGGCTACACTGGGAAAAACTGTCAGACCCTGGTGAATCT 

GCCCAATGTCTCTTGTGACATAGCAGCCTCCAGGAGAGGTGTGCTTGTTC 

GCATCAATGCTGGCAAOICGCATTACTGTCAGTGCCCCCTGGGCTATACT 

GAGTGTGCGTCCAACCCCTGCCAGCACGGGGCAACATGCAGTGACT 

AGGCTATCAGGGTGTCAACTGTGAGTATGAAGTGGATGAGTGCCAGA^ 

TTGACCTTGTCAACCATTTCAAGTGCTCTTGC 

TGTGCCCGGGGTCCCC^TTGCCTTAATGGTGGTCAGTGCATGGATAG^ 

TGGCTTTGCTGGGGAGCGTTGTGAGGGAGACATCAACGAGTGCCT 

ACTGTATACAGCTCACCAATGACTACCTGTGTGTTTGCOT 

GATGTGTGTCCCCAGATGCCCTGCCTGAATGGAGGGACTTGTC 

CCGTTGTCCCCCGGGATTTTCCGGGGCAAGGTACC^ 

CTGCCATGATGCCCCAGCAGGACGGGCAGGTAGCTCAGACCAT^ 

GGCAAGTACCCCACACCCCCTTCACAGCACAGTTATGCTTCCT 

TCACCTCCAGGGTGAGCATCCCTACCTGACACCATC 

CTGCTTCTGACTGGTCAGATGTGACCACCAGCCCTA 
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mCATGTCTC^GCCACCACACAACA^ 
ACTTTTGTAAATGCTGCTGAGGAACAAATGAAGGTC^ 
GAGGTAGGAAAGAGAAGATGTTCTTATTCAGATAATG 
GCTTATTGATTATTCTAATCTAATAAGACAAGTTTC 

TCTCTTCTATTTGGAGAATAAGATGGATGCTTATTGAAGCCCAGACATTCT 

TGCAGGCTTCTGCCATATC(^TQAGAAGATTCTACACT^ 

ATTGACCTACGCATCTCCTCCTCCITGGACATTCrTTTO 

TTGTAGCCCTACCAGCATGTTATAGGGCAAGACCTTTGTGCT 

TCCTTTCCCCTCCTGTCTTCCCGGTATCCCTTGGA^ 



GGGAGAAGAATACTTTTCTTCAACAAATTTTGG 
CTGTGTGCAGGTCTTCATATAAACTTT^ 
AGTGTAAAGTTTTATCeTTGATAGTCTAGCT^ 
GTTGGAATGACCAAGAGACAAGTTAACTCGTGCAAGAGC 

CATTCCATTGACTGCCTGTATGGAACACATTTGTCCCAGATCTGAGCATTCTAGGCCT 
CATATGAAACTAGTCTTAACTGTTGAGCCTTTCCTTT 

CC^TTTAGGAOTGAACTTTCCTTAGCCCAAGGGACCCAGTGACAGTTGTCTTCCG 

CflXjATTATCTTGCTGCTTAAAGGCCIGCTGA^ 

GTATGTTCTGACTGAAGACATGGACTTTATATGCT 

AAAACAGCCCTATAAGAAGGTTGGAAAAGGAGGAACTATATAGCAGCCTTTGCTATTTTCTGCT 

CTCTGAAGCGGCCATGACATTCCCTTTGGCAACTAACG 

TTTTAGATGATAATGGACAACTATAGACTTGCTCATTGTT^ 

TTGATGCTCTTGGCAATTTCTTTGACTTTCT^ 

TCOTCCTCTTCTCCTTGGGCCAGTTAATAATTGG 

TGACACCTGCAAAATAAGTTCTGCCTGGGCATTra 

GACAGTTCTCATTCCTTCTATGGCIXSC^ 

ATATGGAAACCCTGCGTGTCTGTTGGCATAATAGTTT^ 

ACAAAAATAATTACTTCTGCCCTGAGATAAGCAGATTAAGTTTGTTCATTCT 

CATTCraTCAGCCTCTTCCATAGTGTG 

TTATTCACAGATGGGMjAGAACCTATCTGCATGGAC^ 

TGGCGATGGCGATGACTTTCTTCCCCTGG 



The protein encoded by the MOLlb nucleic acid sequence has 2469 amino acid 
residues, and is disclosed in Table IE. The MOLlb protein was analyzed for signal peptide 
prediction and cellular localization SignalP results predict that MOLlb is cleaved between 
position 25 and 26 (AHA-LQ) of SEQ ID NO:4. Psort and Hydropathy profiles also predict 
that MOLlb contains a signal peptide and is likely to be localized extracellularly 
(Certainty=0.7666). 



Table IE. Encoded MOLlb protein sequence (SEQ ID NO:4). 

MPALRPALLWALIiALWLCCAAPAHALQ 
TCVAQAMLGKATCRCASGFTGEDCX3YSTS 
NGSTCTWANQFSCKCLTGFTGQKCETDVNECD 
NGGTCRQTGDFTFECNCLPGFEGSTCERNIDDCPNHRCQNGGV^ 

CQNGGTCANRNGGYGCVCVNGWSGDDCSENI DDCAFASCTPGSTCIDRVAS FS CMCPEGKAGIiLCHLDDACISNPCH 

KGALCDTNPIiNGQYICrCPQGYKGADCTEDVD^ 

DPCQNDATCLDKIGGFTCLCMPGFKGVHCELEIOT 

PCLNGAXCIDHPNGYECQCATGFTGVLCEENTDNCDPDPOT 

LNIX3RCIDLVNGYQCNCQPGTSGVNC 

GATCINGVNGFRCICPEGPHHPSCTSQVNECLSNPCIHGNCT^ 

TCDNLVNGYRCTCKKGFKGYNCQVNI DEC^NPCLNQGTCFDDI SGYTCKCVLPYTGKNCQTVLAPCS PNPCENAAV 
CKES PNFES YTCLCAPGWQGQRCTIDIDECI SKPCMNHGLCHNTQGSYMCECPPGFSGMDCEEDIDDCLANPCQNGG 
SCMDGVNTFSCfcCLPGFTGDKCQTOMNECLSEPC^ 

CVDGINS FSCLCPVGFTGS FCLHE INECSSHPQjNEGTCVIXjLGTYRCSCPIjGYTGKNCQTLVNLCSRS PCKNKGTC 

VQKXAESQCLCPSGWAGAYCDVPNVSOTIAASRRGVLVEHLC^ 

NTPC£HGATCSDFIGGYRCECWPGYQGWCEYEVDECQNQPC^^ 

PHCLNGGQCMDRI GGYSCRCLPGFAGERCEGDINECLSNPCSSEGS LDC I QLTNDYLCV CRS AFTGRHCETFVDVCP 
QMPCLNGGTCAVASNMPDGFI CRCPPGFSGARYQ I PEMARLPSVAFPTAMMPQQDGQVAQTI LPAYHPFPASVGKYP 
TPPSQHSYASSNAAERTPSHSGHLQGBHPYLTPSPESPDQW33SSPHSASDWSDVTTSPTPGGAGGGQRGPGTHMSE 
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| PPHNNMQVYA | 

A region of the MOLlb nucleic acid sequence, localized to chromosome 1, has 4041 of 
4042 bases (99%) identical to a gb:GENBAm:-ro jVF308601|acc:AF30860Ll mRNA from 
Homo sapiens (Homo sapiens NOTCH 2 (N2) mRNA, complete cds), with an E-value of 0.0. 
5 The amino acid sequence of MOLlb has 1340 of 1343 amino acid residues (99%) 

identical to, and 1340 of 1343 amino acid residues (99%) similar to, the 2471 amino acid 
residue ptnr:TREMBLNEW-ACC:AAG37073 protein from Homo sapiens (Human) 
(NOTCH2 PROTEIN). 

MOLlb expressed in at least the following tissues: adrenal gland, bone marrow, brain - 

10 amygdala, brain - cerebellum, brain - hippocampus, brain - substantia nigra, brain - thalamus, 
brain -whole, fetal brain, fetal kidney, fetal liver, fetal lung, heart, kidney, lymphoma - Raji, 
mammary gland, pancreas, pituitary gland, placenta, prostate, salivary gland, skeletal muscle, 
small intestine, spinal cord, spleen, stomach, testis, thyroid, trachea, uterus, Aorta, Ascending 
Colon, Bone, Cartilage, Cochlea, Colon, Coronary Artery, Epidermis, Foreskin, Liver, Lung, 

1 5 Lymph node, Lymphoid tissue, Muscle, Nasoepithelium, Ovary, Parathyroid Gland, Parotid 
Salivary glands, Peripheral Blood, Respiratory Bronchiole, Retina, Synovium/Synovial 
membrane, Thymus, Tonsils, Umbilical Vein, Vein, Whole Organism. 

One or more consensus positions (Cons. Pos.) of the nucleotide sequence of MOLlb 
have been identified as single nucleotide polymorphisms (SNPs) as shown in Table IF. 
20 "Depth" represents the number of clones covering the region of the SNP. The Putative Allele 
Frequency (PAF) is the fraction of all the clones containing the SNP. A dash ("-"), when 
shown, means that a base is not present. The sign ">" means n is changed to". 



Table IF: SNPs for MOLlb 


Consensus 
Position 


Depth 


Base 
Change 


PAF 


100 


24 


T>C 


0.083 


204 


23 


G> A 


0.087 


369 


23 


G> A 


0.087 



The amino acid sequence of MOLla also had high homology to other proteins as 
25 shown in table 1 G. 
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Table 1G. BLAST results for MOLla 


Gene Index/ 
Identifier 


Protein/ 
Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


qi| 104252 |pir| |A3 
5844 


Notch protein - 
African clawed 
frog 


2524 


1323/251 
5 (52%) 


1676/2515 
(66%) , 


0.0 


>gi|6679096|ref IN 
P 032742. 1| 


Notch gene 
homolog 3, 
(Drosophila) 
[Mus mus cuius] 


2318 


665/1515 
(43%) 


860/1515 
(55%) 


0.0 


qi | 13242247 |ref |N 
P 077334. 1| 1 


Notch gene 
homolog 2, 
(Drosophila) 
CRattus 
norvegicus] 


2471 


2251/247 
2 (91%) 


2340/2472 
(94%) 


0.0 


gi| 2209059 |dbi |BA 
A20535.ll 


Notch 2 

[Takifugu 

rubripes] 


2447 


1240/220 
3 (56%) 


1546/2203 
(69%) 


0.0 


gi|6093542|sp|Q07 
008|NTC1 RAT 


NEUROGENIC 
LOCUS NOTCH 
HOMOLOG PROTEIN 
1 PRECURSOR 


2531 


1340/253 
8 (52%) 


1683/2538 
(65%) 


0.0 



A ClustalW analysis comparing disclosed proteins of the invention with related OR 
protein sequences is given in Table 1H, with MOLla shown on line 1 and MOLlb on line 2. 
5 In the ClustalW alignment of the MOLla and MOLlb proteins, as well as all other 

ClustalW analyses herein, the black outlined amino acid residues indicate regions of conserved 
sequence (i.e. 9 regions that may be required to preserve structural or functional properties), 
whereas non-higfilighted amino acid residues are less conserved and can potentially be 
mutated to a much broader extent without altering protein structure or function. Residue 
10 differences between any MOLX variant sequences herein are written to show the residue in 
the "a" variant and the residue position with respect to the "a" variant MOL residues in all 
following sequence alignments that differ between the individual MOL variants are 
highlighted with a box and marked with the (o) symbol above the variant residue in all 
alignments herein. 

15 

Table 1H. ClustalW Analysis of MOLla 

1) Novel MOLla (SEQ ID NO:2) 

2) Novel MOLlb (SEQ ID NO: 4) 

3) gi|l04252|pir| |A35844 Xotch protein - African clawed frog (SEQ ID NO-.25) 
20 4) gi |6679096|ref |NP_032742.l| Notch gene homolog 3, (Drosophila) [Mus 

musculus] (SEQ ID NO: 26) 

5) gi | 13242247 | ref |NP_077334.i| Notch gene homolog 2, (Drosophila) [Rattus 
norvegicus] (SEQ ID NO: 27) 

6) gi|2209059|dbj |BAA20535.1| Notch 2 [Takifugu rubripes] (SEQ ID NO: 28) 

25 7) gi|6093542|sp|Q07008|NTCl_RAT NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 

PRECURSOR (SEQ ID NO: 29) 

10 20 30 40 
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MOLla 
MOLlb 



gi 


104252) 


gi 


6679096| 


gi 


13242247 


gi 


2209059] 


gi 


60935421 


MOLla 


MOLlb 


gi 


104252) 


gi 


6679096| 


gi 


13242247 


gi 


2209059) 


gi 


6093542] 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252] 
6679096) 
13242247 | 
2209059| 
6093542 





VAQA 
VAQA 

EPVLQG NAIDF: 

THQQ PSL: 

VTQA ML 

SVSMSAGVPVPGSj 
YWDHG 



160 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252] 
6679096] 
13242247 | 
2209059) 
6093542] 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247 | 
2209059| 
6093542 I 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252) 
6679096] 
13242247 | 
2209059] 
6093542) 



200 



MOLla 




MOLlb 




gi 


104252) 




gi 


6679096] 


T' 


gi 


13242247) 




gi 


2209059) 


s: 


gi 


6093542) 






240 



280 



290 



300 



310 



320 
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•SNGGgCVDGVNTYNOlfcPPSj 


TTGQSCTEDTOSCgLQPNAC 
;TGQ|CTED\n)EcflLQPNAC 


SnggBcvdgvntynoScppSv 


SnGG jjC VDG VNT Y NCgCP Pg* 


'TGQwCTEDVDScSt-jJjPNAC 




5TGQRCTEDVD2CSLQPNAC 
JTGQgCTEDVDEcjLQPHAC 
TTGQgCTEDVgSCjjjLQPNgj'C 


JnggScvdgvntyiiqScppm 

2N2GyC«jDGVNTYNcScPP^ r / 


^GG™CVDGVNTYWC§CPPi T , 


fTGQ^CTED\T?ECgL«J|PNAC 



MOLla 
MO Lib 

104252 | 
6679096] 
13242247 | 
2209059 | 
6093542 | 



gi 
gi 
gi 
gi 



330 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252 | 
6679096| 
13242247 | 
2209059) 
6093542 




MOLla 


MOLlb 


gi 


104252] 


gi 


6679096] 


gi 


13242247 


gi 


2209059] 


gi 


6093542] 



370 



380 



390 



400 




410 



420 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252] 

6679096] 

13242247] 

2209059| 

6093542 



430 



440 




MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252 | 
6679096 | 
13242247] 
2209059] 
6093542] 



450 



460 



470 



480 




MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252] 
6679096] 
13242247] 
2209059 | 
6093542 



490 



500 



510 



520 




530 



540 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252] 
6679096] 
13242247) 
2209059 | 
6093542 j 



550 



560 




570 580 590 600 
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MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 

6679096) 

13242247) 

2209059) 

6093542) 



MOLla 
MOLlb 
gi|l04252| 
gi|6679096| 
glj 13242247 | 
gi | 2209059 | 
gij 6093542) 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 

6679096) 

13242247) 

2209059| 

6093542) 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252 | 

6679096) 

13242247] 

2209059) 

6093542 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 

6679096) 

13242247) 

2209059) 

6093542) 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252| 

6679096) 

13242247) 

2209059 

6093542 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247 | 
2209059 | 
6093542) 




610 



620 



630 



640 




650 



660 



670 



680 




690 



700 



710 



720 




730 



740 



750 



760 




770 



780 



790 



800 




810 



820 



830 



840 




850 



860 



870 



880 
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MOLla 
HOLlb 

gi 
gi 
gi 
gi 
gi 



104252 | 
6679096| 
13242247) 
2209059 | 
6093542] 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252| 
6679096) 
13242247 | 
2209059) 
6093542 




930 



940 



950 



960 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247 | 
2209059) 
6093542 | 




970 



980 



990 



1000 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252 | 
6679096) 
13242247) 
2209059) 
6093542 




1010 



1020 



1030 1040 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252 | 

6679096) 

13242247) 

2209059) 

6093542 




1050 



1060 



1070 1080 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 
6679096| 
13242247 | 
2209059| 
6093542 j 




1090 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 

6679096) 

13242247) 

2209059) 

6093542) 



1100 



1110 



1120 




1130 



1140 
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MOLla 
MOlilb 

gi 
gi 
gi 
gi 
gi 



104252] 
6679096| 
13242247 | 
2209059) RB 
6093542 




HOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 



I 



1170 
.J ... 



1180 



1190 
..I... 



1200 



CSEOTDEC^lNPCQi--GATCgD3jGGYgCEC\7gGYSG\ T lTC 
CSEfflDEC^^FCQ|GATc|D^GGY?CECvSGY5GVlJC. 
C3^DEc||nFCQ?GATC^ 

CE^DSc^FCQ^G^TCg^GGYLjjCEClS 

CSE>BdEC^^FCQ'::GATC^?SgGY2CEC\^GY?GWC 



CSEraDECg^FCQTGAT 



:E^DEC^PC^GATc2DraG2Yj 



ATCSD^GGY£CECV£GY>< 

ATCyDraG^gCijclSGYS 1 

ATC^D^GG£?C5CWGYir< 



CECVgGY'TGWCj 

cecvSgy?gvnch 

c 2 c S Gy S GWC5 

C^CVQGYrG^NCl 



1240 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247) 
2209059) 
6093542 j 



HOLla 
MOLlb 



gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 


MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542| 




1290 



1300 



1310 



1320 




MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247 | 
2209059| 
6093542) 



1340 13 SO 1360 

lS--FAWgQ 
PDS- 




MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059] 


gi 


6093542) 



1370 
— -QJ 



1380 1390 1400 



IQggHTASGPRgFgPSP 




,TSSS 



EG 
PG 

'ASGPHgFfflPNH 
SAGG-HLY jQCQ 
GPRSPTgLgLGS 



P ■ QQTARGPi 



1410 



1420 
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1430 
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MOLla 


R D 


MOLlb 




gi 


104252) 


YTG--AT 


gi 


6679096| 


LSG--PS 


gi 


13242247) 


K D 


gi 


2209059] 


QGFSGAH 


gi 


6093542 j 


FTG--PE 




1450 



MOLla 
MOLlb 



gi 


104252) 


gi 


6679096 | 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 


MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 



1460 
gSRgELY--- 



1470 



1480 




-TAPPSTPgA T 



ildyefpgglgknitQpdnddi 

'P SAAPEVPEEP R 

SY TAPTSTPHa T 

WGSG--gS T 

ldysftgaagrdipSpqieea 



1490 



1500 



1510 



1520 
I 




MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 | 


gi 


2209059) 


gi 


6093542| 



1530 



1540 



1550 



I — -1-r- -I 



1560 
J.... | 
fe--NSK 




MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247) 


gi 


2209059) 


gi 


6093542) 



1570 



1580 



1590 



1600 




1610 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247) 
2209059) 
6093542 



1620 



1630 



1640 




MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 | 


gi 


2209059 | 


gi 


6093542) 



1650 1660 1670 1680 

,|....|....| 



ILKKHOTKRSTDYNSDAPSAIF 

SPGS 

QKVA 

[G---QQLK - 

ILRKHPIKRSAVGWA3T 




1690 



1700 
23 



1710 



1720 



MOLla 


MOLlb 


gi 


104252 | 


gi 


6679096| 


gi 


13242247 | 


gi 


2209059) 


gi 


6093542) 
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gi 
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6093542) 
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gi 
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gi 


6679096| 


gi 


13242247 
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2209059) 


gi 


6093542| 
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6679096) 

13242247) 
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gi 


104252) 


gi 


6679096] 


gi 


13242247 


gi 


2209059] 


gi 


6093542| 



MOLla 
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gi 


104252) 


gi 
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gi 


13242247 


gi 


2209059 | 


gi 


6093542] 
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E 

— RRSLPCB* 

GSR! 
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1730 




1740 



1750 



1760 

••I 
SLT 



--Q 


CF 


NSATIF 


NDH 


CF 


PDAQSj 




CF 


KNTDAi 




CF 


SKTEE 


--Q 


CF 


QSATD 




1770 



1780 



1790 



1800 



PE--RTQLL*2^VA< 




TPKPSTL' 
APEQSVPLLP 
PR--NTPLL 
PIRETHILP 
PPLPS< 



1840 
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1880 
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MOLlb 




gi 


104252) 


SFp 


gi 


6679096] 
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gi 


13242247) 




gi 


2209059] 
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gi 


6093542] 





-gpq: 



.|....| 



lEALLSEEj^XgjR 




1890 



1900 



1910 



1920 



I 



dSTdvnvrgp 




RisfofT3QHKSAAB« 



RM'JT&QHLgAAEiJR 



1930 



I. 
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1950 

■ I 



1940 



1960 



-AR- 





SSgLSDEfa 
IteVLDCNLHODj 
S 




1*70 
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24 
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104252) 
6679096) 
13242247 | 
2209059) 
6093542 | 



2010 2020 2030 2040 
..I I I I I I I 



ADg^QDNMGRgPLHAAVgADAQGVFQILIRNRBTDLDAR 
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MOLlb 
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6679096| 
13242247 | 
2209059) 
6093542 | 



MOLla 
MOLlb 
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104252 | 
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6679096) 
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13242247 


gi 


2209059 | 
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6093542) 


MOLla 
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104252) 
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6679096) 


gi 


13242247 
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2209059) 
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2170 2180 2190 2200 

G- -TVjgTSA- -Bgg-V^GggRS-g 




TLHNGPgGAT- 
S GPHG 

p^g--tvBtsa--i 

HNGPNLpGGi 
QLHGTAIjGGTP 1 




2210 
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2240 
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AgjSTMPTSLPi 




itmptslpnla 
;gggvtnvq-gvgggp 

— GLACSfi 




2250 2260 2270 2280 
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MOLlb - 
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gi 13242247) KCI^EKVQLS-^VTLSPVDSLESPHTYVSDA3^PmT 

gi 2209059) KPTO- - VEGP - GjftgAGAG - -G --AIGGT^ANqWT 

gi 6093542) SQDGKGCLIJ)--^SMI*SPVDSI«ESPHG7LSDV^PI^P 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252) 

6679096| 

13242247) 

2209059) 

6093542) 



2290 



2300 



2310 2320 

-■•I 

.QHALSFSNLHEMQPL - 




.TKQEMAAGS- 
PLIkDgj^TLSPVDSLDSPRPFSGP- 
j/pAQHaLSFSNLHEMQPL- 
PVDSLESPHSFLGD- 
ISHLNVAAKPEMAALAG 



MOLla 
MOLlb 



gi 
gi 
gi 
gi 
gi 



104252 | 

6679096) 

13242247) 

2209059) 

6093542 



2330 



2340 



1 



-ahgastvlSsvsqJJii- -j 



2350 
..|.... 
<SPG---SGSAG 



2360 




--GSMHFl| 
k QLG - - ASRAGPa 
( PG---SGSAGSj) 

PTTRPML PPVSHMJ 

:a§CiSTNGTGAMNFTf 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252 | 
6679096) 
13242247 | 
2209059) 
6093542 



2370 



2380 



2390 



2400 



LHPVPVP, 



•AD^NRMEVNETQYNEI^GM^LAP, 



AV-GH- -PS 



APTMNSQO^gAR- - LQNGMVQNQgDPpERNGIQQGN-AQQ 



QP- 



LHSVPVPSD® 


flNR VEMS ETQ Y S EMj^GN 


QQ G-| 


— TTKHPYSDHME5SL 


PASLNGQCEgf 


gPR- -LQNQ4VPSQgNP 



-PGG- 
PAEGTH--PG 
PHQIGGSH- - TO 
PGVTPGTLSTQ 



MOLla 


MOLlb 


gi 


104252 | 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 



2420 2420 
....|....|....|....| 

whssperppbgkhittp: 



2430 
KG- 



2440 



AQALQHGLMTSLHNGLP 
- CVLS FGLLNPVAVP: 
MAAPQSRAPEGRPIP 1 
MGHSRGPMFTPMNVTMS! 
AAGLQHGMMGPIHS SLS 1 




MOLla 
MOLlb 



gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542) 


MOLla 


MOLlb 


gi 


104252) 


gi 


6679096) 


gi 


13242247 


gi 


2209059) 


gi 


6093542 | 



2450 2460 2470 2480 
.|....|....|....|....|....|....|....| 
SIA QPAGAPQPQSTCPPAVAGPLP 



LMQAQQMQQQ QNLQLHQSMQQQHHNSSTTSTHINSP 

SLA QAAGAPQTQSGCPPAYAGPLP 

QSQTGQVQVT QSQNQSHSQQG-PGHLHCAQS 

LVQTQQVQPQNLQIQPQNLQPPSQPHLSVSSAANGHLGRS 



2490 



2500 



2510 



2520 




TMYQi 

--yq: 

fcssdisqtd 

--PJ 

smyq: 

MMYQMNEQ1 

FLSGEQSQfe^QPLGP - SS! 



2530 2540 2550 2560 

26 



WO 02/06339 



PCT/US01/21249 



MOLla 
MOLlb 

gi 
gi 
gi 
gi 
gi 



104252) 
6679096) 
13242247) 
2209059| 
6093542 | 




2570 



MOLla 

MOLlb 

gi | 104252 | 

gi|6679096| 

gi j 13242247 | 

gi|2209059| 

gi | 6093542 | 



I 



2580 
. . I . . 



2590 



2600 



HPYLTPSPESPDQWSSSSPHS 
HPYLTPSPESPDQWSSSSPHS 
HPgLTPSPESPDQWSSSSPHS 
HPYLTPSPESPjgjj^sSSPjiS 
HPYLTPSPESPDQWSSSSPHS 
HPYLTPSPESPDQWSSSSPHS 
HPYLTPSPESPDQWSSSSPHS 




MOLla 


MOLlb 


gi 


104252 | 


gi 


6679096) 


gi 


13242247 | 


gi 


2209059 | 


gi 


6093542| 



2610 2620 

-AGGGQRC 

TSMQPQR1 

ASGALPAQPHPISVPSLPQSQTQLGI 

— GGGGQRC 

THCRLHTAHTPQSRCSCSPi 



2630 




PKRQVM& 
HSNMQVYA- 
ISSLSWGTCR- 



When the sequences of the invention are referred to as MOL1, this refers to the 
sequences disclosed as MOLla and MOLlb. 

The presence of identifiable domains in MOL1, as well as all other MOLX proteins, 
was determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, 
Pfam, ProDomain, and Prints, and then deteimining the Interpro number by crossing the 
domain match (or numbers) using the Interpro website (http:www.ebi.ac.uk/ interpro) , 
DOMAIN results, e.g., for MOL1 as disclosed in Table II, were collected from the Conserved 
Domain Database (CDD) with Reverse Position Specific BLAST analyses. This BLAST 
analysis software samples domains found in the Smart and Pfam collections. For Table II and 
all successive DOMAIN sequence alignments, fully conserved single residues are indicated by 
black shading and "strong" seimi-conserved residues are indicated by grey shading. The 
"strong" group of conserved amino acid residues may be any one of the following groups of 
amino acids: STA, NEQK, NHQK, NDEQ, QHRK, MILV, MILF, HY, FYW. 

Tables 1I-1N list the domain description from DOMAIN analysis results against 
MOLL The region from amino acid residue 1416 through 1454 (SEQ ID NO:2) most 
probably (E = le" 6 ) contains a domain found in Notch and Lin- 12, aligned here in table II. 
Notch and Lin-12 are both involved in organismal development, cell cycle, and apoptosis. The 
region from amino acid residue 1504 through 1532 (SEQ ID NO:2) most probably (E = 2e~ 4 ) 
also contains a domain found in Notch and Lin-12, aligned here in table 1 J. The region from 

27 



amino acid residue 1875 through 1906 (SEQ ID NO:2) most probably (E = 6c 5 ) contains an 
Ank repeat, aUgned here in table IK. Ank repeats are markers for the protein ankyrin which is 
involved in cell adhesion and contact inhibition. The region from amino acid residue 1974 
through 2006 (SEQ ID NO:2) most probably (E = 2q a ) also contains an Ank repeat, aligned 
here in table 1L. The region from amino acid residue 182 through 215 (SEQ ID NO:2) most 
probably (E = le 4 ) contains a Calcium binding EGF-like domain, aligned here in table 1M. 
EGF is a growth factor that modulates the proliferation of many cell types. The region from 
amino acid residue 872 through 908 (SEQ ID NO:2) most probably (E = 9e 4 ) also contains a 
Calcium binding EGF-like domain, aligned here in table IN. This indicates that the MOL1 
sequence has properties similar to those of other proteins known to contain these domains. 



Table II. Domain Analysis of MOL1 

qnl 1 Smart 1 smart00004 , NL, Domain found in Notch and Lin-12; The 
Notch protein is essential for the proper differentiation of the 
Drosophila ectoderm. This protein contains 3 NL domain 
CD-Length = 39 residues, 100.0% aligned 
Score = 50.1 bits (118), Expect = le-06 



M0L1_1 

Smart 1 smart00004 




(SEQ TD NO: 83) 



Table 1J. Domain Analysis of MOL1 

qnl | Smart | smart 00 004 , NL, Domain found in Notch and Lin- 12; The 
Notch protein is essential for the proper differentiation of the 
Drosophila ectoderm. This protein contains 3 NL domains 
CD-Length = 39 residues, only 74.4% aligned 
Score =43.1 bits (100), Expect = 2e-04 




MOL12 

Smart 1 smart00004 



(SEQ ID NO: 84) 



Table IK. Domain Analysis of MOL1 

qnl I Pf am 1 pf am00023 , ank, Ank repeat 
CD-Length = 33 residues, 97.0% aligned 
Score =44.7 bits (104), Expect « 6e-05 




MOLl_3 

Pfam|pfam00023 



(SEQ ID NO: 85) 



Table 1L. Domain Analysis of MOL1 

qnl I Pf am 1 pf amOO 02 3 , ank, Ank repeat 
CD-Length = 33 residues, 100.0% aligned 

Score =43.1 bits (100), Expect = 2e-04 

10 20 30 

....|....|...-|....|...-|...-|..-. 
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(SEQ ID NO: 86) 



10 



Table 1M. Domain Analysis of MOLl 

gnl|Smart 1 smart 00179 , EGF_CA, Calcium-binding EGF-like domain 
CD-Length » 41 residues, 85.4% aligned 

Score = 43.5 bits (101), Expect « le-04 '_ 



MOL1J7 

Smart 1 smart00179 




MOL1J7 

Smart I smartO 0179 



(SEQ ID NO: 87) 



15 



20 



Table IN. Domain Analysis of MOLl 

gnl | Smart 1 Bmart00179 , EGF_CA, Calcium-binding EGF-like domain 
CD-Length « 41 residues, 100.0% aligned 

Score = 40.8 bits (94), Expect = 9e-04 



MOLl_8 

Smart 1 smart00179 




MOLl_8 § 
Smart|smart00179 @ (SEQ ID NO: 88) 

25 



Uses of the Compositions of the Invention 

The protein similarity information, expression pattern, cellular localization, and map 
location for the protein and nucleic acid disclosed herein suggest that MOLl may have 

30 important structural and/or physiological functions characteristic of the EGF-like domain 

containing protein family. Therefore, the nucleic acids and proteins of the invention are useful 
in potential diagnostic and therapeutic applications and as a research tool. These include 
serving as a specific or selective nucleic acid or protein diagnostic and/or prognostic marker, 
wherein the presence or amount of the nucleic acid or the protein are to be assessed. These 

35 also include potential therapeutic applications such as the following: (i) a protein therapeutic, 
(ii) a small molecule drug target, (iii) an antibody target (therapeutic, diagnostic, drug 
targeting/cytotoxic antibody), (iv) a nucleic acid useful in gene therapy (gene delivery/gene 
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ablation), (v) an agent promoting tissue regeneration in vitro and in vivo, and (vi) a biological 
defense weapon. 

The MOL1 nucleic acids and proteins have applications in the diagnosis and/or 
treatment of various diseases and disorders. For example, the compositions of MOL1 may 
have efficacy for the treatment of patients suffering from endometriosis, fertility disorders, 
cancer,- hypercoagulation, idiopathic thrombocytopenic purpura, immunodeficiencies, 
systemic lupus erythematosus, asthma, emphysema, scleroderma, allergy, ARDS, Von Hippel- 
Lindau (VHL) syndrome, Alzheimer's disease, stroke, tuberous sclerosis, hypercalcemia, 
Parkinson's disease, Huntington's disease, cerebral palsy, epilepsy, multiple sclerosis, ulcers, 
ataxia-telangiectasia, leukodystrophies, behavioral disorders, addiction, anxiety, pain, 
neuroprotection, osteoporosis, hypercalcemia, arthritis, ankylosing spondylitis, scoliosis, 
diabetes, autoimmune disease, myasthenia gravis, muscular dystrophy, renal artery stenosis, 
interstitial nephritis, glomerulonephritis, polycystic kidney disease, systemic lupus 
erythematosus, renal tubular acidosis, IgA nephropathy, hypercalcemia, Lesch-Nyhan 
syndrome, developmental disorders, growth disorders, and/or wounds, as well as other 
diseases, disorders and conditions. The reactivation of the Notch signaling pathway during 
wound healing has been demonstrated and the similarity between developmental and 
regenerative processes has been suggested (Exp Cell Res 1999 Feb l;246(2):312-8). 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL1 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 
hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL1 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL1 epitope is from about amino acids 10 
to 150. In another embodiment, a MOL1 epitope is from about amino acids 160 to 190. In 
additional embodiments, MOL1 epitopes are from about amino acids 195 to 350, 400 to 525, 
550 to 575, 590 to 600, 610 to 650, 780 to 880, 900 to 1000, 1100 to 1150, 1175 to 1200, 1225 
to 1300, and from about amino acids 1380 to 1500. These novel proteins can also be used to 
develop assay systems for functional analysis. 
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MOL2 

MOL2 is a novel insulin-like growth factor binding protein-like protein. The novel 
nucleic acid of 2631 nucleotides, (SC98428706JBXT, SEQ ID NO:5) encoding a novel 
insulin-like growth factor binding protein-like protein is shown in Table 2A. The start and stop 
codons are in bold. 



Table 2A. MOL2 Nucleotide Sequence (SEQ ID NO:5) 

ATGATTTACATACAAGTAATTTTTCAAGT 

TTOATTCAGAAGCATACAGTTGTTTG 

TTTCTTCGACAAATGCAGATTCTGACATATCGGTCGAAATT 

CTCTATGTGAACTGTGAGAAGGTTTCAGTCTACAG^ 

CAATTTCCAAAATAATTTTTTAAATATTCTGTATCCAA^ 

TGGGGAATAATAAACTGOVGAACATTGAGGGAGGAGCCTTTCT 

AACAATGAATTAAAGATTCTCCGAGCTGACACTTTCCTTGGC^^ 

TTTAATCAAGTATATTGAACGAGGAGCCTTCAATAAGCTCCACAAACTGAAAGTTCT 

TTTCATTCCTTCCTGATAATATTTTC^ 

CTCCCTTATATCGGGGTTOTGGAACACATTGGCCXSTGTCGTTGAATTC 

CTGTGATTTATTGCCCTTAAAAGCTTGGCTGGAGAAC^ 

CTCCXIIAGTGACTTATATGGAAGGCTTTTAAAAGAAACCAAC^ 

TTTGACGTGCGCATCCTGCCTCCATCTCAGCTGGAAAATGGCT 

TTTACACAGATTAGTAACTAAACCACCAAAAACT^^ 

TCTCCAACCGCAATCTCAGTCAGATTGTGTCTTACCAAACAAGGGTGCCT 

TTCTGCAAAACACACCCTTCAGATTTGGGACT 

GATACCGAAACCITCAAATGCGAAGAAGCTGCA03 

CTGACITTGAAGGACTGGATTTGCTO^ 

CTCACTAATTTACGCAGGCTATATCTCAATG 

TAACCTGCAGTATCTGTATTTGGAATACAATTTGATTAAGGAAATCTCAGCA^ 

TGCAGTTACTGTACTTAAACAATAATCTCCTAAAGAGCCTGCCTGTCT 

CTGAACCTGAGGAACAACAAATTCATGTACCTGCCTGTCAGTC 

TGACITGGAGGGCAACCCATGGGACTGTACTTGTGA 

GGATTGTTGTGAAAGAACTGAAATGTGAGACGCXTrGTT 

ATCTTATGrCCCAAACTTTTAAATAAGCCGTCTGCACCATTCACAAGCCCTG^ 

TTTGGGTCCCATTCGAAGTCCTCCTGGTGGGCCAGTGCCTCTGTCTATTTT 

TTTTAAOSGTGTTTGTTGCTTTTTGCCTTCTTGTTTTTG 

GGCCTGGGGAATCCTGACTGTGGCTCCATGCAGCTGGAGCrrAAGGAAGCATG^ 

ACTGAGCACAGAAGCTTTCATTCCACAAAGTATAG^ 

AAACTGGGTTCATGTTTTCAGATCCTC^^ 

TTACATGTAGATACCAGGAAGAGACTGAGCACAATTGATGAGCT 

GTTTATTCAGAATTTTCTTGAAAGCAAAAAGGAGTATAATAGCATAGGTGTCAGTGGCTT 

AAAAACAACCAGACAAAAAAAGTAAGAAGTCACTGATAGGTGGCAACCACAGTAAMTTGCT 

AGTGAGTATTTTGAACTGAAGGCGAAACTGCAGAG7TCCCCTGA 

GAACAAGATCTAG 



An open reading frame (ORF) for MOL2 was identified from nucleotides 1 to 2628. 
The disclosed MOL2 polypeptide (SEQ ID NO:6) encoded by SEQ ID NO:5 has 876 amino 
acid residues and is presented using the one-letter code in Table 2B. The SignalP, Psort and 
Hydropathy profile of MOL2 indicate that this sequence does have a signal peptide localized 
between amino acids 57 and 58 (TNA-DS) and is likely to be localized to the plasma 
membrane (0.4600 certainty). Therefore it is likely that MOL2 is available at the appropriate 
sub-cellular localization and hence accessible for the therapeutic uses described in this 
application. 
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Table 2B, Encoded MOL2 protein sequence (SEQ ID NO:6). 

MI YI QVI FQVMTIEKMFS FYFliDYFSLFRS I QLFADCKKMFIjWIjFLI IiSALISSTNADSDI SVE I CNVCSCVSVENV 

LYVNCEKVSVYRPNQLKPPWSNFYHLNFQNNFLNIIiYPNTFLOT 

NNELKILRADTFbGIENLEYLQAD^^ 

LPYIGVLEHIGRWE^LEDNPTOCSCDI^PLKA^ 

FDVRILPPSQLENGYTTPNGHTTQTSiaRLVT^ 

FCKTHPSDLGLSVNCQEKNIQSMSELIPKPLNAKKLHW 

LTNLRRLYLNGNQIERLYPEIFSGLHNLQY^ 

LNIjRNNKFMYLPVSGVIjMIiQSLTQIDIiE<3TPWDCTCT 

ILCPKLIiNKPSAPFTSPAPAITFTTPLGPIRSPPGGPVPIiSILILSILVVLILTVW 

GLGNPDCGSMQLQLRKHDHKTNKKIXjIiSTEAFI pqtieqmskshtcglkesbtgfmfsdppgqknatmrnvadkekdl 

LHVTJTRKRI^TIDEIiDELFPSRDSOTFIQNFLESKKETO^ 

SBYFELKAKLQSSPDYLQVLEEQTALNKI 



The MOL2 nucleic acid sequence, localized on the q26.3-28 region of the X 
chromosome, has 532 of 854 bases (62%) identical to a/fcmo sapiens Insulin-like growth 
factor binding protein-like protein mRNA (GENB ANK-ID:AB020655|acc:AB020655). 
5 The full amino acid sequence of the protein of the invention was found to have 3 1 8 of 

672 amino acid residues (47%) identical to, and 445 of 672 residues (66%) similar to, the 977 
amino acid residue Insulin-like growth factor binding protein-like protein from Homo sapiens 
(SPTREMBI^ACC:094933). 

MOL2 expression in different tissues was examined through TaqMan as described 
1 0 below in Example 1 . 

Other BLAST results including the sequences used for ClustalW analysis are presented 
in Table 2C. 



Table 2C. BLAST results for MOL2 


Gene Index/ 
Identifier 


Protein/ 
Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


gi | 6691962 | emb | CAB6 
5788. l| (AL080239) 


bG256022.1 
(similar to 
IGFALS 

(insulin- like 
growth factor 
binding 
protein, acid 
labile 
subunit ) ) 
[Homo 
sapiens] 


853 


853/853 
(100%) 


853/853 
(100%) 


0.0 


gi 14424224 lsp|0949 
91 Y918_HUMAN 


HYPOTHETICAL 

PROTEIN 

KIAA0918 

[Homo 

Sapiens] 


966 


347/699 
(49%) 


470/699 
(66%) 


1 e-173 


gi | 11877257 | emb | CAC 
18888. l| (AL109653) 


bG115M3 . 1 

(novel 
protein) 

[Homo 
sapiens] 


845 


372/868 
(42%) 


516/868 
(58%) 


1 e-172 
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gi | 12733935 |ref |XP_ 
011654. l| 


KIAA0848 
protein [Homo 
sapiens] 


977 


313/675 
(46%) 


438/675 
(64%) 


e-150 


gi | 7662336 |ref|NP 0 
55741.1 | 


KIAA0848 
protein [Homo 
sapiens] 


977 


313/675 
(46%) 


438/675 
(64%) 


e-150 



This information is presented graphically in the multiple sequence alignment given in 
Table 2D (with MOL2 being shown on line 1) as a ClustalW analysis comparing MOL2 with 
related protein sequences. 



Table 2D* Information for the ClustalW proteins: 

1) Novel MOL2 (SEQ ID NO: 6) 

2) gi|6691962|emb|CAB65788.l| (AL080239) insulin-like growth factor 
binding protein, acid labile subunit)) [Homo sapiens] (SEQ ID NO:30) 

3) gi| 14424224 |sp|09499l|Y918_HUMAN HYPOTHETICAL PROTEIN KIAA0918 [Homo 
Sapiens] (SEQ ID NO: 31) 

4) gi|ll877257|emb|CAC18888.l| (AL109653) bG115M3.1 (novel protein) 
[Homo sapiens] (SEQ ID NO: 32) 

5) gi 1 12733935 1 ref |XPJ)11654 . 1 1 KIAA0848 protein [Homo sapiens] (SEQ ID 
NO: 33) 

6) gi|7662336]ref |NP_055741 . 1 1 KIAA0848 protein [Homo sapiens] (SEQ ID 
NO:34) 



MOL2 



gi 


6691962 | 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962 | 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0I»2 


gi 


6691962 | 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962] 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 



10 20 30 
....|....|....|....|....|....|., 
MI YTQVIFQVMTI EKMFSFYFLDYFSIiFRSIQLFi 
YFSLFRS IQLFJ 

rrgaqggkmhtccppvtleqd: 



-MKPS 





jRjLYPNgFfiNgpmv 
:5sL,YPNia?BNSsSAV 



a 



MOL2 



210 



gi 


6691962) | 


gi 


14424224 




gi 


11B77257 




gi 


14017925 






220 



230 



240 



250 
"I 



|LpBw3prf'Slthld3rgwr[^lpymgvlehigjJ 

jLpSKgFRFV^LTHLDLRGNRLt^^ 
LPgW^PRFvflLTHLDLRGNPXKSjP^jGVLEHIGg 

]lp"mSSfrfv9lthldlrgmrlk^?Ogvlehig3| 
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gi|l2733935| 



SVLIL\TOLU[ 



MOL2 


gi 


6691962] 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962 | 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962 | 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962| 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962 | 


gi 


14424224) 


gi 


11877257) 


gi 


14017925) 


gi 


12733935) 


M0L2 


gi 


6691962) 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962) 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


M0L2 


gi 


6691962) 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 



MOL2 

gil6691962l 




310 



320 



330 



340 



350 



. . "I 

SQLKNGY^TP SsHlQ Q 

SQIxENGYgTP BGHTg Q 

^I&TGYLHTTPASvSsVftgSSSAVYKP 

SHAJ^lkvQRI^PT-- ~mSpAWJ 

u SHAIOTVQRI^PT- - -MgPALN 

3LGlB^SSKE^WPTKPjSSML|s-VHFTAS 




670 

-FTSPAgAiTFTSPOSIRSPP 
- FTS PAa?VtTFTffiPLG§IRS PP 
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gi 


14424224 




11877257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962| 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962] 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


MOIi2 


gi 


6691962] 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 



MOL2 



6691962) 

14424224) 

11877257) 

14017925) 

12733935| 



MOL2 



gi 


6691962) 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962) 


gi 


14424224 


gi 


11B77257 


gi 


14017925 


gi 


12733935 


MOL2 


gi 


6691962) 


gi 


14424224 


gi 


11877257 


gi 


14017925 


gi 


12733935 



TPSSIQVPARTSAVTgAga^rGASASl 
VLtS MNHNTDTyRS LSV^PS SYPELHT 



-ESPAQPGDSHI^GAPgSASBYEFSPPSG- 
710 720 730 



750 




PP; 



760 



770 



jPFRSKRQEGVgUTGI^CHRLFEDGQ 



780 



790 




iy: 



820 



610 

..|....|....|....|. 

PGQKWMR N- 

PGQKWMR N- 



830 



840 





850 
••I 



-DLLHVDT 

l-DLLHVDT 

PPPPQQPQQQPPPQLQ 
•ATP 



VAVSSAQEAGSAERGGPGTQPPGMGEA^^FABTPKENHSNYRTIiLE 
860 870 880 890 900 




LQPGEEBRRESHHLRSPAYi 

ic. 



- KEKEWALAVSSSQiangjvjJ?^ 

910 920 930 940 950 




920 930 940 

|....|....|....|....|....|. 



>AGNSLPEYPKFPCS PAA 
|- -AG — LVHYN- -FCT§P] 




FRHHEKNGCTlA/IiFPPGGK^^ 

960 970 980 990 1000 




liKELHVHP P6MQYPDlK^DA§Zj^^^QpSAG10GF a n)I^IX2^^^I^^^Q 



1010 



1020 




LQAQPDYLiVLEiiiiT 



Table 2E lists the domain description from DOMAIN analysis results against MOL2. 

The region from amino acid residue 252 through 302 (SEQ ID NO:6) most probably (E = le- 6 ) 

contains a "leucine rich repeat C-terminaT domain, aligned here in Table 2E. This indicates 
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that the M0L2 sequence has properties similar to those of other proteins known to contain this 
domain. 

Table 2E. Domain Analysis of MOL2 

gnl|Sraart|smart00082 LRRCT, Leucine rich repeat C-terminal domain 
CD-Length = 51 residues, 100.0% aligned 

Score =48.9 bits (115), Expect = le-06 



10 20 30 40 50 




Chromosomal information 

The Insulin-like growth factor binding protein-like protein disclosed in this invention 
maps to chromosome Xq26.3-28. 

Tissue expression 

MOL2 is expressed in at least the following tissues: adrenal gland, lymphatic tissues, 
and heart Other tissues known to express insulin-like growth factor binding proteins are 
likely. 

Uses of the Compositions of the Invention 

The expression pattern, map location and protein similarity information for MOL2 
suggest that this a Insulin-like growth factor binding protein-like protein may function as a 
member of the Insulin-like growth factor binding protein-like protein family. Therefore, the 
MOL2 nucleic acids and proteins are useful in potential therapeutic applications implicated, 
for example but not limited to, in various pathologies /disorders as described below and/or 
other pathologies/disorders. Potential therapeutic uses for MOL2 are, for example but not 
limited to, the following: (i) Protein therapeutic, (ii) small molecule drug target, (iii) antibody 
target (therapeutic, diagnostic, drug targeting/cytotoxic antibody), (iv) diagnostic and/or 
prognostic marker, (v) gene therapy (gene delivery/gene ablation), (vi) research tools, and 
(vii) tissue regeneration in vitro and in vivo (regeneration for all these tissues and cell types 
composing these tissues and cell types derived from these tissues). 

The MOL2 nucleic acids and proteins are usefiil in potential therapeutic applications 
implicated in various diseases and disorders described below and/or other pathologies and 
disorders. For example, but not limited to, a cDNA encoding the a Insulin-like growth factor 
binding protein-like protein may be useful in gene therapy, and the a Insulin-like growth factor 
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binding protein-like protein may be useful when administered to a subject in need thereof By 
way of nonlimiting example, the compositions of the present invention will have efficacy for 
treatment of patients suffering from cancer, diabetes, cardiomyopathy, atherosclerosis, 
hypertension, congenital heart defects, aortic stenosis, atrial septal defect (ASD), 

5 atrioventricular (A-V) canal defect, ductus arteriosus, pulmonary stenosis, subaortic stenosis, 
ventricular septal defect (VSD), valve diseases, tuberous sclerosis, scleroderma, obesity, 
transplantation, hemophilia, hypercoagulation, idiopathic thrombocytopenic purpura, 
autoimmume disease, allergies, immunodeficiencies, graft versus host disease (GVHD), 
lymphaedema, adrenoleukodystrophy, and/or congenital adrenal hyperplasia, MOL2, or 

1 0 fragments thereof, may further be useful in diagnostic applications, wherein the presence or 
amount of the nucleic acid or the protein are to be assessed. 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL2 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 

15 hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL2 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. La one embodiment, a contemplated MOL2 epitope is from about amino acids 75 
to 120. In another embodiment, a MOL2 epitope is from about amino acids 180 to 200. In 
additional embodiments, MOL2 epitopes are from about amino acids 280 to 380, 400 to 450, 

20 475 to 500, and from about amino acids 680 to 850. These novel proteins can also be used to 
develop assay systems for functional analysis. 



MOL3 

MOL3a 

25 An additional protein of the invention, referred to herein as MOL3a, is a human 

Semaphorin B-like protein. The novel nucleic acid of 2271 nucleotides (SC85516573_EXT, 
SEQ ID NO:7) encoding a novel olfactory receptor-like protein is shown in Table 3A. An 
open reading frame (ORF) was identified beginning with an ATG initiation codon at 
nucleotides 1-3 and ending with a TAA codon at nucleotides 2269-2271. The nucleotide 

30 sequence is presented in Table 3A with the start and stop codons are in bold letters. 



Table 3A. MOL3a Nucleotide Sequence (SEQ ID NO:7) 

ATGGCCCTCCCAGCCCTGGGCCTGGACCCCTGGAGCCTC 

AGCTGCTGCTGCCGACGACGACCGCGGGGGGAGGCGGGCAGGGGCCCATGCCCAGGGTCAGATACTA 
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TGCAGGGGATGAACGTAGGGCACTTAGCTTCTTCCACC^ 
CTCCTGAGTOTTGATCGAAATACT^ 

AGGATCCAGGGGTCCCCAGGCTAAAGAACATGATACCGTGGCCAGCC^ 

ATGTGCCTTTAAGAAGAAGAGCAATGAGACACAGTGTTTCAACTI^ 

AATGTCACCCATCTCTACACCTGCGGCACCTTCGCCTTCAGCCCTC 

AAGATTCCTACCTGTTGCCCATCTCGGAGGACAAGGTCATGGAGGGAAAAGGCCAAAGCCC^ 

CCCCGCTCACAAGCATACGGCTGTCTTGGTGGATGGGATC 

CTGGGCAGTGAGCCCATCCTGATGCGCACACTGGGATCC^ 

TCCGCTGGCTGCATCATGACGCCTCCTTTGTGGCAGCCATCCCTTC 

CTTCGAGGAGACAGCGAGCGAGTTTGACTTCTTTGAGAGGCTCCAC^ 

TGCAAGAATGACGTGGGCGGCGAAAAGCTGCTGCA 

TGCTCTGCACCCAGCCGGGGCAGCTGCCCTTC^ 

TTCTCCCACAGCTCCCCACATCTACGCAGTCT^ 

TCTGCGGTTTGTGCCTTCTCTCTCTTGGACATTG 

ACAAAGAAACITCACGCTGGACTACnT 

AGTGGGCCCCTCCTCTCATAAGGCCCTGACCTTC^ 

GTGGGGACG CC CCTGCTGGTGAAATCTGGCGTGGAGTATACACGGCTTGCAGTGGAGACAGC C CAGG 

GCCTTGATGGGCACAGCCATCTTGTCATGTAC CTGGGAACCAGTACAGGGTCGCT CCACAAGGCTGT 

GGTAAGTGGGGACAGCAGTGCTCATCTGGTGGAAGAGATC 

C££!AACCTGCAGCTGGCCCCCACCCAGGGT^ 

TGCCCCGAGCCAACTGTAGTGTCTATGAGAGCTGTGTGGACTC^ 

TGCCTGGGACCCTGAGTCCCGACTCTGCTCTCTTAGGAACTCCTGGAAG 

AACCCAGAGTGGGCATGTGCCAGTGGCCCCATG&GCAGGAGCCTTC 

TCGTTAAAGAAGTCCTGGCTGTCCCCAACTCCATCCTGGAGCTCCCCTGCCCCCACCTGTCAGCCTT 

GGCCTCTTATTATTGGAGTCATGGCCCAGGAGCAGTC^ 

TCCCTCTTGCTGATAGTGCAGGATGGAGTTGGGGG 

TTTCATACCCTGTGATCTCCTACTGGGTGGACAGC(^GGACCAGACCOT 

GGCAGGCATCCCCCGGGAGCATGTGAAGGTCCCGTTGACCAGGGTCAGTGGTGGGGCCGCCCTGGCT 

GCCCAGCAGTCCTACTGGCCCCACTTTGTCACTGT 

CCCTCATCATCCTCGTGGCCTCCCCATTC^ 

GACCCTGCGCCC1KK3GGAGAAGGCCCCGTTA^ 

AGGACCTCTGCCAGTGATGTGGACGCTGA 



The disclosed MOL3a polypeptide (SEQ ID NO:8) encoded by SEQ ID NO:7 has 756 
amino acid residues, and is presented using the one-letter code in Table 3B. The MOL3a 
protein was analyzed for signal peptide prediction and cellular localization. SignalP results 
5 predict that MOL3a is cleaved between position 3 1 and 32 (TTA-GG) of SEQ ID NO:8. Psort 
and Hydropathy profiles also predict that MOL3a is likely to be localized at the plasma 
membrane (certainty of 0.7300). 



Table 3B. Encoded MOL3a protein sequence (SEQ ID NO:8). 

MALPADSL^^ 

LYVGAREAILAIjDIQDPGVPRLKNMIPWPASD 

CTFIEIjQDSYIiLPISBDKVl^KGQSPFDPAHKHTAVLVIXSMLYSff 

WLHHDASFVAAIPSTQWYFFFEKTASEFDFFERLHTSRV^^ 

FNVIRHAVLIiPADSPTAPHIYAVFTSQWQVGGTR9SAVCAFSljIjDIBRV 

PGSCSVGPSSDKALTFMKDHFLMDEQWGTOLLVKSGVEYTRIAVETAQ^ 

DSSAHIjVEEIQLFPDPEPVRNLQIAPTQGAVFVGFSGGVWRTO 

RNSffiCQDMERGNPEVi&CASGPMSRSIiRPQSRPQIVKE^ 

YNGSLIoLIVQDGVGGLYQCWATENGFSYPVISYWVDSQDQT 

W PHFVTVTVLFALVLS GAL 1 1 LVAS PLRALRARGKVQGCETLRPGEKAPLS REQHLQS P KE CRTS ASDVDADNNC 
LGTEVA 



10 



The MOL3a nucleic acid sequence has 1398/1672 (83%) identical to a mouse 
Semaphorin B mRNA (GENBANK-ID: X85991). 
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The full amino acid sequence of MOL3a was found to have 628 of 760 (82%) identical to, 
674 of 760 residues (88%) homologous with, the 760 amino acid residue Semaphorin B protein fr< 
mouse (ptnr: SWISSNEW-ACC:Q62178). 

MOL3a expression in different tissues was examined through TaqMan as described 
below in Example 1. 

MOL3a also has high homology to the proteins disclosed in the BLASTP searches of 
the proprietary PATP database shown in Table 3C. 



Table 3C BLAST results for MOL3a 


Gene Index/ 
Identifier 


Protein/ 
Organism 


Length 
<aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


patp:AAB24084 , 


Human PR01317 j 
protein 


761 


751/761 
(98%) 


753/761 
(98%) 


0.0 


patp:AAY994l8 


Human PR01317 
(UNQ783) 


761 


751/761 
(98%) 


753/761 
(98%) 


0.0 


patp:AAB66043 


Human TANGO 265 


761 


751/761 
(98%) 


753/761 
(98%) 


0.0 


patp:AAB66167 


Unidentified 


761 


751/761 
(98%) 


753/761 
(98%) 


0.0 


patp:AAB37984 


Human secreted 
protein encoded 
by gene 1 clone 
HTDAA93 


762 


743/761 
(97%) 


745/761 
(97%) 


0.0 


patp:AAB66045 


Human TANGO 265 
mature protein 


730 


720/730 
(98%) 


722/730 
(98%) 


0.0 


patp:AAB66046 


Human TANGO 265 

extracellular 

domain 


652 


642/652 
(98%) 


644/652 
(98%) 


0.0 



Tissue Localization 

MOL3a is expressed in at least the following tissues: Pituitary Gland, Thalamus 
Chromosomal Localization 

MOL3a maps to chromosome 1 . 

MOL3b 

In the present invention, the target sequence identified previously, MOL3a, was 

subjected to the exon linking process to confirm the sequence. PCR primers were designed by 

starting at the most upstream sequence available, for the forward primer, and at the most 

downstream sequence available for the reverse primer. In each case, the sequence was 

examined, walking inward from the respective termini toward the coding sequence, until a 

suitable sequence that is either unique or highly selective was encountered, or, in the case of 

the reverse primer, until the stop codon was reached. Such primers were designed based on in 

silico predictions for the full length cDNA, part (one or more exons) of the DNA or protein 

sequence of the target sequence, or by translated homology of the predicted exons to closely 

related human sequences sequences from other species. These primers were then employed in 
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PCR amplification based on the following pool of human cDNAs: adrenal gland, bone 
marrow, brain - amygdala, brain - cerebellum, brain - hippocampus, brain - substantia nigra, 
brain - thalamus, brain -whole, fetal brain, fetal kidney, fetal liver, fetal lung, heart, kidney, 
lymphoma - Raji, mammary gland, pancreas, pituitary gland, placenta, prostate, salivary 
gland, skeletal muscle, small intestine, spinal cord, spleen, stomach, testis, thyroid, trachea, 
uterus. Usually the resulting amplicons were gel purified, cloned and sequenced to high 
redundancy. The resulting sequences from all clones were assembled with themselves, with 
other fragments in CuraGen Corporation's database and with public ESTs. Fragments and 
ESTs were included as components for an assembly when the extent of their identity with 
another component of the assembly was at least 95% over 50 bp. In addition, sequence traces 
were evaluated manually and edited for corrections if appropriate. These procedures provide 
the sequence reported below, which is designated MOL3b, or alternatively Accession Number 
CG53027-02. This is a spliced variant of the previously identified sequence (Accession 
Number SC85516573_EXT) at amino acids 293-329. 

A protein of the invention, referred to herein as MOL3b, is a human Semaphorin B- 
like protein. The novel nucleic acid of 2281 nucleotides (CG53027-02, SEQ ID NO:9) 
encoding a Semaphorin B-like protein is shown in Table 3D. An open reading frame (ORF) 
was identified beginning with a non-initiating codon for the mature protein at nucleotides 2-4 
and ending with non-stop codon at nucleotides 2264-2266. The open reading frame may be 
extendable in both the 5' and 3' directions because of the lack of traditional start and stop 
codons. The nucleotide sequence is presented in Table 3D with the start and stop codons in 
bold letters and the 5' and 3' untranslated regions underlined. 



Table 3D. MOL3b Nucleotide Sequence (SEQ ID NO:9) 

GCCTGTGCCT^ 

GCATTCCITCGGAGACTGGAGG1CTTGCTCTCT 
CTGAACCTTGCCC05AGCCCGGAGTGCTC 

GGCAAAGAGGACAGTGACAGTGACAAAGTGGGGCCAGTAGGACTGC^ 

CCTGGTCAACGGGACCTTCACATGCTCCCGGG 

GCTGTCCACCCAGTAGGAGATCACAGGGTATGAAAAGCCATTCT 

TCCATCCTGCACTATC&GCAAGAGGGAGCCATTGTAGACAGT^ 

ACTCCAATAATAAGAGGCCAAGGCTGACAGGTGG 

TTCTTTAATGATTTGCX5GGCGGCTCTGAGGCCGAAGGCT 

GTTCCCCCGCTCCATGTCCTGCTTCCAGGAG^ 

GTCCCAGGCACAGTGGGGGTCCCGGGCAAGGACACAGTCCACA 

CACCCTCCAGACACCTCCTGAGAAGCCTACAAACACTGCACC 

TTCAGGGTCAGGGAACAGCTGAATCTCTTCCACCAGATGAGCACTGCTG 

CGACCCTGTGGTGGTTCCCAGGTACATGACAAGATGGCTGTGCC 

CCGTGTATACTCCACGCCAGATTTCACGAGCAGGGGTO 

CATGAAGGTCAGGGCCTTATCAGAGGAGGGGCCCACTGAGCAACTC 

ATAAGTAGTCCAGCGTCAAGTTTCTTTGTTCAACT 

AGAGAAGGCACAAACCXjCAGAGCTCCTGGT 

AGCTGTGGGAGAATCGGCXjGGGAGCAGGACCGCGTGGCGGATGACGTTGAA 
GAGCAGCIXjGGCCTTCAG&AAGGTGGTC 
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TCTAGCCACCOjCGATGTCTC^ 

GACCTGGGTCGAAGGGATGGCTGCCA 

GACAGGCTGGGATCCCAGTGTGCG 

OkTCCCATCCACCAAGAC^GCCGT^^ 

GTCCTCC^GATGGGCAACAGGTAGGAATCT^ 

GCAGGTGTAGAGATGGGTGACATTGTAAGAAACC^ 

CTTCTTAAAGGCACATTCACTCTTTTTTCTC^ 

TGGATCCTGGATATCCAAGGCCAGAATGGOT 

CAGtfVGTGTCAAAATCCTGGAGGCCCTTCTGGTGGA^ 

GACCCTGGGCATGGGCCCCTGCCCGCCTCCCC^ 

GAAAAGGCCCAGGAGGCTCCAGGGGTCCAGG 



The disclosed MOL3b polypeptide (SEQ ID NO:10) encoded by SEQ ID NO:9 has 
754 amino acid residues, and is presented using the one-letter code in Table 3E. The MOL3b 
protein was analyzed for signal peptide prediction and cellular localization. SignalP results 
5 predict that MOL3b is cleaved between position 24 and 25 (TTA-GG) of SEQ ID NO:10. 
Psort and Hydropathy profiles also predict that MOL3b is likely to be localized at the plasma 
membrane (certainty of 0.7300). 



Table 3E. Encoded MOL3b protein sequence (SEQ ID NO:10). 

LDPWSIiLGLFXiFQLLQLIiLPTTTAGGGGQGPMPRVRYYAGD 

AI LALDIQDPGVPRLKNMI PWPASDRKKSECAFKKKSNETQCFNFIRVLVSYNVTHLYTCGTFAFS PACTFI ELQ 

DS YIiLPIS KDKVMEGKGQS PFDPAHKHTAVLVDGKLYSGTMNNFIiGS EP IL^TLGSQPVLKTDNFLRWLHHDAS 

FVAAIPSTQWYFFFEETASEFDFFERLHTSR^^ 

VLLPADSPTAPHIYAVFTSQWQVGGTRSSAVCAFSLIjDIE^ 

PSSDKALTFMKDHFLMDEQWGTPLLVKSGVEYTRIJAVETAQGr^ 

EEIQLFPDPEPVRNLQLAPTQGAVFVGFSGGVWRVPRAN^ 

SWKQDMERGNPEWACASGPMSRSLRPQSRPQI IKEVLAVPNS ILELPCPltt^AIiASYYWSHGPAAVPEASSTVYN 

GSLLLIVQDGVGGLYQtmkT^GFSYPVISYWVDSQI^ 

HFVTVTVLFALVLSGALIILVASPLRALRARGKVQGCT 

TEVA 



The MOL3b nucleic acid sequence has 1910 of 2279 bases (83%) identical to a 
10 gb:GENBANK-m:MMRNASEMB]acc:X85991.1 mRNA from Mus musculus (M.musculus 
mRNA for semaphorin B). 

The full amino acid sequence of the protein of the invention was found to have 722 of 
755 amino acid residues (95%) identical to, and 723 of 755 amino acid residues (95%) similar 
to, the 762 amino acid residue ptnr:TREMBLNEW-ACC:BAB20087 protein from Homo 
1 5 sapiens (Human) (SEMB). 

The presence of identifiable domains in the protein disclosed herein was determined by 
searches versus domain databases such as Pfam, PROSITE, ProDom, Blocks or Prints and 
then identified by the Interpro domain accession number. Significant domains are summarized 
in Table 3R 

20 

Table 3F Domain search for MOL3b 

HMMER is freely distributed under the GNU General Public License (GPL) . 
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HMM file: pfamHMMs 

Sequence file : /d^ta4/genetools/kspytek35060Cg53027_01ProteinFasta . txt 

Query: CG53027_01 

Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 



Sema Sema domain 618.4 4.2e-182 1 

Plexin_repeat Plexin repeat 22.0 0.013 1 

integrin_B Integrins, beta chain 6.5 0.063 1 

Parsed for domains: 

Model Domain seq-f seq-t hram-f hmm-t score E-value 



Sema 1/1 57 471 1 490 [] 618.4 4.2e-182 

integrin_B 1/1 495 509 . . 1 14 [ . 6.5 0.063 

Plexin_repeat 1/1 489 555 . . 1 67 [] 22.0 0.013 

Tissue Localization 

MOL3b is expressed in at least the following tissues: thalamus and Pituitary Gland. 
Expression information was derived from the tissue sources of the sequences that were 
included in the derivation of the sequence of MOL3b. 
Chromosomal Localization 

MOL3b maps to chromosome 1. This assignment was made using mapping 
information associated with genomic clones, public genes and ESTs sharing sequence identity 
with the disclosed sequence and CuraGen Corporations Electronic Northern bioinformatic 
tool. 



The disclosed MOL3a protein (SEQ ED NO: 8) also has good identity with a number of 
other proteins, as shown in Table 3G. 



Table 3G. BLAST results for MOL3a 


Gene Index/ 
Identifier 


Protein/ 
Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
{%) 


Expect 


gi| 12248382 |dbj |B 
AB20087.1] 
(AB029394) 


SEMB {Homo 
sapiens] 


762 


719/762 
(94%) 


722/762 
(94%) 


0.0 


gi | 7305469 |ref|NP 
_038686.1 j 


sema domain, 
immunogl obulin 
domain (Ig) , 
transmembrane 
domain (TM) 
and short 
cytoplasmic 
domain, 

(semaphorin) 4A 
[Mus rausculus] 


760 


626/760 
(82%) 


671/760 
(87%) 


0.0 
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gi | 11641291 |ref|N 
P_071762.l| 


hypothetical 
protein 
FLJ12287 
similar to 
semaphorins 
[Homo sapiens] 


328 


318/328 
(96%) 


320/328 
(96%) 


0.0 


gij 12698035 |dbj|B 
AB21836.1 | 
(AB051532) 


KIAA1745 
protein [Homo 
sapiens] 


893 


296/760 
(38%) 


422/760 
(54%) 


e-123 


gi| 8134698 |sp|Q62 
179|SM4B MOUSE 


SEMAPHORXN 4B 
(SEMAPHORIN C) 
(SEMA C) 


782 


268/684 
(39%) 


382/684 
(55%) 


e-123 



This information is presented graphically in the multiple sequence alignment given in 
Table 3H (with MOL3a being shown on line 1 and MOL3b on line 2) as a ClustalW analysis 
comparing MOL3 with related protein sequences. 



Table 3H. Information for the ClustalW proteins: 

1) MOL3a (SEQ ID NO: 8) 

2) M0L3b (SEQ ID NO: 10) 

3) gi | 12248382 |dbj|BAB20087.l| (AB029394) SEMB [Homo sapiens] (SEQ IDN0:35) 

4) gij 7305469 | ref |NP_038686 . 1 j seraa domain, immunoglobulin domain (Ig) , 
transmembrane domain (TM) 

and short cytoplasmic domain, (semaphorin) 4A [Mus musculus] (SEQ ID NO: 36) 

5) gij 11641291 1 ref |NP_071762.1 1 hypothetical protein PLJ12287 similar to 
semaphorins [Homo sapiens] (SEQ ID NO: 37) 

6) gi | 12698035 | dbj |BAB21836.l| (AB051532) KIAA1745 protein [Homo sapiens] 
(SEQ ID N0:38) 

7) gi| 8134698 |sp|Q62179|SM4B_M0USE SEMAPHORIN 4B (SEMAPHORIN C) (SEMA C) (SEQ 
ID N0:39) 



MOL3a 
MOIi3b 



gi 
gi 
gi 
gi 



12248382) 
7305469) 
11641291 | 
12698035 J 
8134698) 



10 



20 



30 



40 



|. ...)....) 



VCQGPLDPVSHLPPPRSGGGGPRGDSGADRGAELPPVSPA 



MOL3a 
MOI*3b 

gi | 12248382 | 
gi|7305469| 
gij 11641291 | 
gi|l2698035| 
gi|8134698| 




EPPEPEPRDTVAPALRMLRTAMGLRSWjjAAPWGSJJPPRPP 



90 



MOL3a 
MOL3b 



gi 
gi 
gi 
gi 
gi 



12248382) 

7305469) 

11641291) 

12698035) 

8134698) 



100 



no 



120 
■•I 



FQLLQLLLPTXTAGGGGQGPMPRVRYYAGDERRALSFPHQ 
FQLLQLLLPTTTAGGGGQGPMPRVRYYAGDERRALSFFHQ 
FQLLQL LLPTTT AGGGGQGPMPRVRYYAGDERRALSFFHQ 

fql32l23322E g 5 gg ^ 



LLggLjgjLLLQPPPPTWALSggSLPLSsE 
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130 



140 



150 



160 



I 



MOL3a 
MOL3b 



gi 
gi 
gi 
gi 
gi 



12248382) 
7305469) 
11641291 | 
12698035] 
8134698) 



KGLQDFDTLLLSGDGNTLYVGAREAILALDIQDPGVPR 
KGLQDFDTLLLSGDGNTLYVGAREAILALDIQDPGVPR 
KGLQDFDTLLLSGDGOTLYVGAREAILALDIQDPGVPR 
KGLSDFDTLLLSjgDGNTLYVGARESSLAL^IQ^PGgPR 



I. 



170 



180 



190 



200 



M0L3a 


M0L3b 


gi 


12248382) 


gi 


7305469) 


gi 


11641291 | 


gi 


12698035) 


gi 


8134698) 



KNMIPWPASDRKXSECAFKKKSNETQCFNFIRVLVSYNVT 
KOT-IIPWPASDRKKSECAFKKKSNETQCFNFIRVLVSYNVT 
KNM I PW P A SD RK K SECAFKKKSNETQ CFNF I RV L V S YNVT 
K1IMIP W P AS j^RKKjjEC AFKKK SNET QCFNF I RVLV5 YN^T 



210 
I 



220 



230 



240 



MOL3a 


MOL3b 


gi 


12248382) 


gi 


7305469) 


gi 


11641291 | 


gi 


12698035) 


gi 


8134698) 



s 


GKGQ 


s 


3KGQ 


s 


GKGQ 


9 


GKGQ 



M0L3a 
M0L3b 



gi 
gi 
gi 
gi 
gi 



12248382 | 

7305469) 

11641291) 

12698035) 

8134698) 



HL YTCGTFAF S P ACTFI EL QD S YLLP I S EDKVME 
HLYTCGTFAFSP ACTFIELQDS YLLPI S EDKVME 
HLYTCGTFAFSPACTFIELQDSYLLPISEDKVME 
HLY^CG TF AF S P ACT FI ELQD SjLLP iWJdKVMS 



250 260 270 280 
.♦I I I I I 1 I 



S P FDP AHKHT AVLVDGML Y S GTMN1TFLG S E P I LMRTLG S Q 
S P FD? AHKKTAVLVDGMLY S GTMNKFLG S E F ILMRTLG S Q 
SP FDPAHKHT AVLVEGMLYSGTMNliFLGSEPILMRTLGSQ 
SPSSSSB^AVLVDGMLYSGTt'INKFLGSEPILMRTIiGSjli 



290 300 310 320 
| | | ,j | 

M0L3a 
HOL3b 

gi 12248382) 
gi 7305469) 
gi 11641291) 

gi 12698035 j g-T^pSSffll^QDPgFVA^nPEaLGSLgGDDE 
gi 8134698) B-tS^sSsBqdpIfVA^XSPESLGSPIGDDDB 



pvlktdnflrv;lhhdasfvaaip^^^Usyqv\^yff 
pvlktdnflrwiihhdasfvaaip^hhhhbstqvvyff 

P\^LKTDNFLRWLHHDASFVAAIpBBfflfflHsTQWYFF 
PVLKTDrtFLRWLH^DASFVAAIP^^^^BsTQWYFF 



330 



340 



I 



I 



I 



350 



360 



M0L3a 
M0I*3b 

gi | 12248382 | 
gi|7305469| 
gi j 11641291 | 
gi j 12698035 j 
gi|8134698| 



FEETASEFDFFBRLHTSRVARVCKMDVGGEKLLQKKWTTF 
FEETASEFDFFERLHTSRVARVCKNDVGGEKLLQKKWTTF 
FEETASEFDFFERLHTSRVARVCKNDVGGEKLLQKKWTTF 
FEETASEFDFFEgLSiSRVAgVCKNDVGGEKLLQKKVJTTF 



M0L3a 


M0L3b 


gi 


12248382) 


gi 


7305469) 


gi 


11641291) 


gi 


12698035) 


gi 


8134698| 




370 380 



390 



400 



GQLPFNVIRHAVLLPADSP 
GQLPFtfVIRHAVLLPADSP 

G^p gg^gg^B ppggp 

gqlpfnSirhavllpadsp 
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MOL3a 
MOL3b 



gi 
gi 
gi 
gi 



12248382 | 
7305469) 
11641291) 
12698035 j 
81346981 



410 420 430 

.| | | | | 1 



440 



ftsqwqvggtrssavcafslldiervfkgkykelnketsr 
ftsqwqvggtrssavcafslldiervfkgxykelnkstsr 
^qvggtrssavcafslldiervfkgki^kelitkstsr 
ftsqwqvggtrssavcafslSdiervfkgkykelitketsr 




MOIi3a 
MOI»3b 

gi | 12248382 | 
gi|7305469| 
gi |11641291 | 
gi j 12698035 | 
gi|8134698| 



450 



4 SO 



470 



480 




itnsSrerkinss: 
itnsSrerkinss: 



490 



M0Ii3a 
M0L3b 



ga- 
gi 
gi 
gi 
gi 



12248382) 

7305469) 

11641291) 

12698035) 

8134698) 



M0L3a 
M0L3b 



gi 
gi 
gi 
gi 
gi 



12248382) 
7305469 | 
11641291 | 
12698035) 
8134698 | 



M0L3a 
M0L3b 

gi 
gi 
gi 
gi 
gi 



12248382) 
7305469 | 
11641291) 
12698035) 
8134698 | 



M0L3a 
M0L3b 

gi 
gi 
gi 
gi 
gi 



12248382) 
7305469) 
11641291) 
12698035) 
8134698) 



I 



500 



I 



510 
..I.. 



520 



KDHFLMDEQWGTPLLVKSGVEYTRLAVETAQGLDGHSHL 
KDHFLMDEQWGTPLLVKSGVSyTRLAVETAQGLDGHSKL 
KDHFLMDEQWGTPLLVKSGVEYTRLA^/ETAQGLDGHSKL 
KDHFLOTEi[OTGTPLriVKSGVEYTRLAVE§AgGLDG@SK 




M0L3 a 
MOL3b 



gi 
gi 
gi 
gi 



12248382) 
7305469) 
11641291) 
12698035 



650 



660 



670 



680 



PMSRSLRPQSRPQlgKEVLAVPNSILELPCPHLSALASYY 
PMSRSLRPQSRPQIIKEVLAVPNSILELPCPHLSAIjASYY 

pmsrslrpqsrpqiikevlavpnsilelpcphlsalasyy 
p^rs>3r2qs{2pq2ikevl3vpnsilel2cphlsalasyi? 
pmsrslrpqsrpqiike vlavpn sile lpcphiisalasyy 



gi | 8134698 | SYKARFIiVPG^ 



M0L3a 
M0L3b 



9i 

gi 
gi 



12248382) 
7305469 | 
11641291) 
12698035) 
8134698) 



MOL3a 
MOL3b 



gi 
gi 
gi 
gi 
gi 



12248382 | 

7305469) 

11641291) 

12698035) 

8134698) 



MOL3a 


MOL3b 


gi 


12248382 


gi 


7305469 | 


gi 


11641291 


gi 


12698035 


gi 


8134698) 



MOL3a 


MOL3b 


gi 


12248382) 


gi 


7305469) 


gi 


11641291| 


gi 


12698035) 


gi 


8134698) 



MOL3a 
MOL3b 

gi 
gi 
gi 
gi 
gi 



12248382) 
7305469| 
11641291) 
12698035) 
8134698 | 



690 




700 
.).. 



■ 1. 



710 



720 



GSLLLIVQDGVGGLYQCWATE 
G S LLLIVQDG VGGLYQCWATE 
GSLLLIVQDGVGGLYQCWATE 
GSLLLjjgQDGVGGLYQCgATE 
GSLLLIVQDGVGGLYQCWATE 



gSlllE 



730 



740 



750 




760 



TLALDPELAGIPREHVKVPLTR 
TLALDPELAGIPREHVKVPLTR 
TLALDPELAGIPREHVKVPLTR 
"■iLALDPELAGQPREgvgVPLTR 
TLALDPELAGIPREHVKVPLTR 




850 860 870 880 
.)..,. | |....|....| 



gPPGSRVFTESEKRPLSIQDSFVEVSPV 
1PGPRVFTESEKRPLSIQDSFVEVSPV 



MOL3a 


MOL3b 


gi 


12248382) 


gi 


7305469) 


gi 


11641291) 


gi 


12698035) 


gi 


8134698 | 




CPRPR 1 
CPRPR 1 



Table 31 lists the domain description from DOMAIN analysis results against M0L3. 
The region from amino acid residue 64 through 478 (SEQ ID NO:8) most probably (E = le" 
l21 ) contains a PSI, domain found in Plexins, Semaphorins and Integrins, aligned here in Table 
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31. Semaphorins are involved in growth cone guidance as well as other developmental 
processes. Plexins and integrins are involved in developmental processes. The MOL1 
sequence likely has properties similar to those of other proteins known to contain this domain 



Table 31. Domain Analysis of MOL3 

gal 1 Smart | amart00423 , PS I, domain found in Plexins, Semaphorins 
and Integrins 

CD-Length = 431 residues, 100.0% aligned 
Score = 430 bits (1106), Expect = le-121 



M0L3_3 

Smart I smart00423 



MOL3_3 p[S WKW^IERfiNPEWAHA 

Smart|smart00423 ERc|39 SlSpfSsH- GSP (SEQ ID NO: 90) 



1 5 The protein similarity information, expression pattern, cellular localization, and map 

location for the protein and nucleic acid for MOL3 suggest that this Semaphorin B-like protein 
may have important structural and/or physiological functions characteristic of the Semaphorin 
B family. This family is involved in developmental processes including growth cone guidance. 
MOL3 likely plays a similar role in those developmental processes. Therefore, the MOL3 

20 nucleic acids and proteins are useful in potential diagnostic and therapeutic applications and as 
a research tool. These include serving as a specific or selective nucleic acid or protein 
diagnostic and/or prognostic marker, wherein the presence or amount of the nucleic acid or the 
protein are to be assessed. These also include potential therapeutic applications such as the 
following: (i) a protein therapeutic, (ii) a small molecule drug target, (iii) an antibody target 

25 (therapeutic, diagnostic, drug targeting/cytotoxic antibody), (iv) a nucleic acid useful in gene 
therapy (gene delivery/gene ablation), (v) an agent promoting tissue regeneration in vitro and 
in vivo, and (vi) a biological defense weapon. 

The MOL3 nucleic acids and proteins have applications in the diagnosis and/or 
treatment of various diseases and disorders. For example, the compositions of the present 
30 invention will have efficacy for the treatment of patients suffering from: neuronal 

developmental, organizational, mediated and interactive disorders and disease; endocrine 
dysfunctions, diabetes, obesity, growth and reproductive disorders, injury repair as well as 
other diseases, disorders and conditions. 

These materials are further useful in the generation of antibodies that bind immuno- 
35 specifically to the novel MOL3 substances for use in therapeutic or diagnostic methods. These 
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antibodies may be generated according to methods known in the art, using prediction from 
hydrophobicity charts, as described in the " Anti-MOLX Antibodies" section below. The 
disclosed MOL3 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL3 epitope is from about amino acids 30 
5 to 100. In another embodiment, a MOL3 epitope is from about amino acids 110 to 150. In 
additional embodiments, MOL3 epitopes are from about amino acids 160 to 200, 210 to 230, 
250 to 300, 350 to 400, 450 to 475, 500 to 575, 620 to 630, and from about amino acids 700 to 
750. These novel proteins can also be used to develop assay systems for functional analysis. 



10 MOL4 

The disclosed novel semaphorin-like protein, MOL4 (also referred to herein as 
SC_1 1 1750277_A), is encoded by a nucleic acid, 6408 nucleotides long (SEQ ID NO: 1 1). An 
open reading frame was identified beginning with an ATG initiation codon at nucleotides 
1400-1402 and ending with a TGA codon at nucleotides 5456-5458. Putative untranslated 
1 5 regions upstream from the initiation codon and downstream from the termination codon are 
underlined in Table 4A, and the start and stop codons are in bold letters. 



Table 4A. MOL4 Nucleotide Sequence (SEQ ID NO:ll). 

CCTGGGACTCTGGGAGAATCX5TCCAGAGCT 
TGCTGCCTCTTCCAACTTGATTTTTACCXIC^ 
TCTTTTCTTCTCTCCATCTCTGCCT 
TTATGAGTTTCAGCATTTCTGTT^ 

CT CATAAACT C CCTTCTTGGATTCAGJ^CCACC CTITTCTTT CCCATTATC CTTGTCAA^CTGCTTCTTG CC^TGGT 

CCAG&GGTAGGAGGATGGCAGGCAGGAG^ 

GTTTTCCTTTACCCAGAATTOTATC 

ACTCTAGAAAGTCTTTTGATATTTTCCnTCCT 

TTAGAATCACACTTTCCTGGTTTTAATTTTC 

ACATTTTGAAATATATTTTTTGTTCAGC^ 

GAAGCTTGCCCCTTGAATCTTTCTCTCCC^ 

TTCGGCCTCGCTCCTTGTGATTGCGCTAAA^ 

TCATCnCTTGGCTCCCCTCOCACTGTTCCTGATG 

TGTAGGGTGCGTATTACTAACCCCAGTTTAGAGCT^ 

AGTTTGCAAGGTTAACCCTAATCCGQCCft^^ 

CGCTGCAGGTTATAACGGCTCTCCCCCGTTT^ 

TTCCGAACTGACGGGGCTGGGGAATGTGGGAGTCCGGAGT^ 

GGGGTGGGCAGGCCGCGCCGATGGCCCra3GGGATGT(^ 

ATGTGGCAAACGGCGGCAAGTGCTCGGAGTCCTAGGTCTTX^ 

CCACCGGGCTGGTCACCACACTCGGCAGGCCCGGGGCGGGAGTCXK^ 

CTCGOSCTCCTCCGCGCGCCTCGAGGCTGG^ 

TTTTTCGCTCCraCTCCCCTCCTTer 

ccoxx^tctcctcctcccix3 
gcccagctcq3c03agccgggcgggtcx3gcagcgcatccag 

CCCGGGTGGGGACTGCACCGGAGCGCTGAGA 

GCCAGCCCATCI^TTAGCTCC^^ 

CCCGCCTCTGGGAGTGAGTGGTTCCAGCI^ 

TCCTGTTGCCCACCACCTO^CCTGGGCa^CT^ 

GGGCTGGCTTCTCTCACTGGTCAGGGGTC^ 

CATGGTGCTTGCAGGCCCCCTGGCTGTCTCGCTGTTG 

CTCCCAGGATGTCTCCAGTGAGCCCAGC^GTGAGGAGCAGCTGTC 

TGAAGACCTGCAGCCGTGGGTCTCTAACTC 
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CTCCGGGAACCAGCTCATCGTGGGAGCCAGGAACTACCTCTTCAGA 

GGCCACAGAGTGGGCCTCCAGTGAGGACACGCGCCXKTrCCTGCCAAAG 

GAACTACGTGTOAGTCCTGAT03TCGCCGGCCGGAAGGTGTTCATC 

CACC^GCAGACAGGTGGGGAACOTCAGCCX^ACTACTC 

ACGCCACAACTCCACAGCTGTCATCTCCTCCCAGGGGGAGCTCT 

GGACCCTGCCATCTACraCAGCCTGGGCAGTGGGCCACCGC^ 

TGAGCCAAACTTCGTGGCAGCCTATGATATTCXX3CT 

CGACTGTGGACGCACCGTGTACTCTCGCGTGGCCCGCGTGTGC 

GGACACATGGACCACATTCATGAAGGCCCGGCTCAACTGCTC^ 

GCTGCAGAGTGCCTTCCACTTGCCAGAGCAGGACCT 

GGCTTCTGCTGTCTGCGCCTTCAACCTCAGTGCW 

CCCCAGGGCTGCCTGGCTCCCCATAGCCAACCCCATCCCCAATTO 

CAACGAGAACCTGACGGAGCGCAGCCTGCAGGACGCGCAGCX3CCTCTT 

GACACCCGAGCCCTGTGTCACCCAGGACAGCGTGCGCTTCTCACACCTCGT^ 

CACGCTCTACCATCTACTCTACATTGGCACCGAGTCX^^ 

CCTCCAOSGCTGCTACCTGGAGGAGCTGCACGTGCTGCCCCCCGGGCG^ 

CCTGCAC^GCGCCXXKX3CGCnX:TTCGTGGGGCTGAGAGACGGCCT 

CTACCGCAGCCAGGGGGCATGCCTGGGGGCCCG 

CAGACTCGAGGACAGCTCCAACATGAGCCTCT 

GGATGGGGGCTTCGGCCCATGGTC^CCATGGCAACCATGTC^ 

GTGTOGAGCTCGATCCTGTGATTCCCCTCX3ACCCCGCTGTGGGGGCCTTGACTGCCTGG<^ 
CGCCAACTGCTCCAGGAATGGGGCGTGGACCCCGTGGTCATCGTGGGCGCTGTGCAGCAC^ 
CTTCXTVGGTCCGCCAGCXiAAGTTGCAGCAACCCT 

GGAGGAACGGTTCTGTAATGAGAACACGCCTTGCCCXKTGCCCATCTTCTC 

GTGCAGCAGCAACTGTGGAGGGGGCATGCAGTCGCGGCGTCGGGCCT 

CGGCGTGGAGTTCAAGACGTGCAACCCCGAGGGCTGCCCCGAAGTC 

GCCCGTGAACGTGACGCAGGGCGGGGCACGGCAGGAGCAGCGGT^ 

CCCGC^CGGCCTCCAGTTCXX3CAGGAGAAGGACCX5AGACGAGGACC 

CACCGACGCCCTGGTGGAGGACCTCCTGCGCAGC^ 

CINSGGGCCCGTGGTCGTCCTGCTCCCGGGACTGCGA^ 

GGAGCCCCGC2&CGGGGGCCTGCCCVGC& 

AGTTCGGGGTGCTTGGTCCTGCTGGACCTCATGGTOT 

CACCCX3TTCCTGCACCAGCOI!CGCACCCTCCCCAGGTGAGGACATCT 

ATGTGCCACACAGGCCTGCCX^GAAGGCTGGTCGCCCTGGTCTGAGT 

GAGCCGAAGCCGGCACTGTGAGGAGCTCCTCCCAGGGTCCAGCX3^ 

CTGCC^CTACAGCGAGATTCCCGTCATCCTGCC^^ 

TCTCATCCACTTGGTGGCCACX3GGCATCTCCTGCT 

TTGCCAGCACTGCGAGCGTCAGTCCCAGGAGTC 

GGGCGGAGGCACCCCGAAGAATGAAAACTACA.CACCCATC 

TGATGACAGAGCCAACTTCTACCCATTGCAGCAGACCAATC 

CAAACA(^GCTTCCGGCCCGAGGCCTCACCTGGACAACG^ 

CTTGGGCTTCTTGCCTTCATAAGG<^CAGAGCAC^ 

GGACTAGGCCAAGAACTTGCTGCCTTGCCTGTGGGGGGTC^ 

CATGGGGGAAAGGGCIX^TTTCAGGCTGACATATGGCCGCAGG 

TCCAACCCACTGTCACGCTGfoCACTATGC^ 

AATGGAGATGGCAAGAGGGCAGGCTTTTAAGTT TCGGOT 

GGCCTTCTCCAGCIGGCCCCAAAAAAGGCCTTTGCT 

ccagtagctctgqattttctoccagggctggqccattqtg^ 

GC^GGTTATCCACCTCTGCCTGGAAGTCTATACTCTACCCAGGGCATCCCT^ 
GAAAG^ 

TTCCAGTTGCTGCTCAACAGAGTTGTTGGCTGAGACCTGCTTGGGAGTCTCTGCT 

ACACACACACACACACACTCACA(^CGC^ 

GG CATTATTAATTAAAG ATGATAT CC AGTCT C C 



The 1352 amino acid MOM polypeptide (SEQ ID NO: 12) encoded by SEQ ID NO: 1 1 
is presented using the one-letter amino acid code in Table 4B. The Psort profile for MOL4 
predicts that this sequence has no signal peptide and is likely to be localized in the plasma 
5 membrane with a certainty of 0.7900. MOL4 has a molecular weight of 145674.1 Daltons. 
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Table 4B. MOL4 protein sequence (SEQ ID NO:12) 

MPAGEGASAHRAGHHTRQARGGSRPSSRGMQGAPSRSSAR 

TAPSLLIJ^PRSPPPCSLRAPGRELVGARGLVPEPSSAEPGGSAAHPAAAGSPS 

APFPDRPPiUILVSSI^SAPPGSRBPRGTGHLHPPIiGVSGSSWCIACVSWMPCGFSPS 

CGWWGGWLLSLTOGLLPCkPPGARTAEGPIMVL^ 

PTVAFEDIjQPWVSNFTYPGARDFSQIiAI£)PSGNQ 

EECQNYVRVL IVAGRKVFMCGTNAFS PMCTSRQVGtfLS RTTE KINGVARCPYDPRHNSTAVI S SQGELYAATVTDF 

SGRDPAIYRSLGSGPPLRTAQYNSKWIiNEPNFVAAYDTO 

I^DTWTTFMKARLNCSRPGEVPFYYira 

NPRAAWLPIANPIPNFQCGTLPETGPNENLTERSLQDAQ^ 

TLYHVLYIGTESGTILKALSTASRSLHGCYLEEI^^ 

RSQGACLGARDPYCGWIXSIQQRCSTLEDSSNMSLWTQNITACPVRNVTR^ 

ARSCDSPRPRCGGLDCLGPAIHIANCSRNGAWTPWSSWAL^^ 

FQTENTPCPVPIFWASWGSWSKCSSNCXBGGM^ 

TQGGARQEQRFRFTCRAPIiADPHGLQFGRRRTETRTCPADGSGSCDTDALVEDLLRSGSTSPHW 
SC£ RDCELGFRVRKRTCTNPEPRNGGLPOTGDAAEYQDCNPQ 
PAPSPGEDICLGLHTEEALCATQACPEGWSPVJSEWSKCTO 

VI LP ASSMEEATGCAGFNL I HLVATGI SCFIX3SGLLTLAVYLSCQHCQRQSQESTLVHPATPNHLHYKGGGTPKNE 
KYTPMEFKTLNKNNLI PDDRANFYPLQQTNVYTTTYYPS PLNKHS FRPEA3PGQRCFPNS 



The disclosed nucleic acid M0L4 sequence has 3226 of 3664 bases (88%) identical to 
a Mus musculus semaphorin mRNA (GENBANK-ID: ACC: X97818). 

The fiill amino acid sequence of the disclosed M0L4 polypeptide has 1021 of 1093 
5 amino acid residues (93%) identical to, and 1053 of 1093 residues (96%) positive with, the 
1093 amino acid residue semaphorin 5B precursor protein from Mus musculus 
(ptar:SPTOEMBI^ACC:Q60519), and 971 of 973 amino acid residues (99%) identical to, and 
972 of 973 residues (99%) positive with patp:AAY94990 Human secreted protein vb21_l, 
having 999 aa. The C4erminal 1202 amino acid residues of MOL4 are 100% identical to 
10 human KIAA1445 PROTEIN (TREMBLNEW-ACC:BAA95969). 

MOL4 expression in different tissues was examined through TaqMan as described 
below in Example 1 . 

A SNP for MOL4 and the corresponding amino acid change it would cause is shown in 
Table 4C. The SNP was identified using the techniques disclosed in Example 3. 



Table 4C: SNPforMOL4 


Consensus 
Position 


Base 
Change 


AA 
Change 
Position 


Residue 
Change 


2046 


OT 


682 


A>V 



15 

In a search of CuraGen's proprietary human expressed sequence assembly database, 
assemblies 1 11750277 (589 nucleotides) and 87739769 (896 nucleotides) were identified as 
having >95% homology to this predicted semaphorin sequence (Fig 3 A2). This database is 
composed of the expressed sequences (as derived from isolated mRNA) from more than 96 
20 different tissues. The mRNA is converted to cDNA and then sequenced These expressed 
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DNA sequences are then pooled in a database and those exhibiting a defined level of 
homology are combined into a single assembly with a common consensus sequence. The 
consensus sequence is representative of all member components. Since the nucleic acid of the 
described invention has >95% sequence identity with the CuraGen assembly, the nucleic acid 
5 of the invention likely represents an expressed semaphorin sequence. 

The DNA assembly 1 1 1750277 has 3 components and was found by CuraGen to be 
expressed in the following tissues: Lymph node and Lung. The DNA assembly 87739769 has 
7 components and was found by CuraGen to be expressed in the following tissues: Brain, 
Uterus, and Lung. 

10 BLASTP (Non-Redundant Composite database) analysis of the best hits for alignments 

with MOL4 are listed in Table 4D. 



Table 4D. BLASTP results for MOL4 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


gi 

ef 
.1 


7305473 |r 
NP_038689 


sema domain, seven 
thrombospondin repeats 
(type 1 and type 1- 
like) , transmembrane 
domain (TM) and short 
cytoplasmic domain, 
(sera (Mus musculus] 


1093 


1021/1093 
(93%) 


1053/1093 
(95%) 


0.0 


gi| 7959149 |d 
bj (BAA95969. 
1| 

(AB040878) 


KIAA1445 protein [Homo 
saniens 1 


1202 


1202/1202 


1202/1202 

V ±UUtS } 


0.0 


gi 

ef 
.1 


4506881 |r 
NPJ)03957 


sema domain, seven 
thrombospondin repeats 
(type 1 and type 1- 
like) , transmembrane 
domain (TM) and short 
cytoplasmic domain, 
(semaphorin) 5A; 
semaphorin F; sema 
domain, seven 
thrombospondin repeats 
(type 1 and type 1- 
like) , transmembrane 
domain (TM) 


1074 


616/1043 
(59%) 


781/1043 
(74%) 


0.0 


gi 1 12731706] 
ref |XP 00404 
2.2 | 


sema domain, seven 
thrombospondin repeats 
(type 1 and type 1- 
like) , transmembrane 
domain (TM) and short 
cytoplasmic domain, 
(semaphorin) 5A [Homo 
sapiens] 


1074 


617/1043 
(59%) 


781/1043 
(74%) 


0.0 


gi 

ef 
.1 


6677915|r 
NPJ>33180 


sema domain, seven 
thrombospondin repeats 
(type 1 and type 1- 
like) , transmembrane 
domain (TM) and short 
cytoplasmic domain, 
(sem; M-Sema D [Mus 
musculus] 


1077 


617/1046 
(58%) 


776/1046 
(73%) 


0.0 
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This information is presented graphically in the multiple sequence alignment given in 
Table 4E (with MOL4 being shown on line 1) as a ClustalW analysis comparing MOL4 with 
related sequences. 

Table 4E Information for the ClustalW proteins: 



1) M0L4 (SEQ ID NO: 12) 

2) gi| 12731706|ref | XP_004042. 2 | sema domain, seven thrombospondin repeats 
(type 1 and type 1-like) , transmembrane domain (TM) and short cytoplasmic 
domain, (semaphorin) 5A [Homo sapiens] (SEQ ID NO: 41) 

3) gi | 7305473 |ref|NP_038689.l| sema domain, seven thrombospondin repeats 
(type 1 and type 1-like) , transmembrane domain (TM) and short cytoplasmic 
domain, (sem [Mus musculus] (SEQ ID NO: 42) 

4) gi|6677915|ref |NP_033180 .1 1 sema domain, seven thrombospondin repeats 
(type 1 and type 1-like), transmembrane domain (TM) and short cytoplasmic 
domain, (sem; M-Sema D [Mus musculus3 (SEQ ID NO:43) 

5) gi| 4506881 |ref |NPJ>03957. l| sema domain, seven thrombospondin repeats 
(type 1 and type 1-like) , transmembrane domain (TM) and short cytoplasmic 
domain, (semaphorin) 5A; semaphorin F; sema domain, seven thrombospondin 
repeats (type 1 and type 1-like), transmembrane domain (TM) (SEQ ID NO:44) 

6) gi| 7959149 | dbj |BAA95969.l| (AB040878) KIAA1445 protein [Homo sapiens] 
(SEQ ID N0:45) 



MOM 



gi 
gi 
gi 
gi 



12731706] 

7305473 

6677915 

4506881 

7959149 



MOL4 


gi 


12731706 


gi 


7305473 


gi 


6677915 


gi 


4506881 


gi 


7959149 



MOM 



gi 
gi 
gi 
gi 
gi 



12731706) 

7305473 

6677915 

4506881 

7959149 



MOM 


gi 


12731706| 


gi 


7305473 




gi 


6677915 




gi 


4506881 




gi 


7959149 





10 20 30 40 50 

MPAGEGASAHRAGHHTRQAR<^S^ 



60 



70 



80 



90 



100 
.|....|....| 

GRSAPAPSSFSLPLPSPSPPACNSSPT^SIJiLPRSPPPCSIiPAPGREL 



110 



120 



130 



150 



140 

.| |. ...}.... | 

VGARGLVPEPSSAEPGGSAAHPAAAGSPSAAGAGPGGDCIX3AIiRAGGRSC 



200 



160 170 180 190 

....|....|....|....|....|....|....|....|....|-...| 

AAAPFPDRPPAHLVSSRRSAPPGSRBPRGTCHIiHPPLGVSGSSWCIACVS 



AAAPPPDRPPAHLVSSRRSAPPGSREPRGTGHI^PIiGVSGSSWCIiACVS 



MOM 

gi | 12731706 | 
gi) 7305473) 



210 220 230 240 250 

....|....|....|....|....|....|....] |...-|--..| 

WMPCGFS PSPVAHHLVPG P PDTPAQQLRCX3WTVGGWIjI*SIjVRGIiI»PCIiP P 
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gi| 4506881 
gi| 7959149 



MOL4 


gi 


127317061 


gi 


7305473 




gi 


6677915 




gi 


4506881 




gi 


7959149 





MOL4 


gi 


127317061 


gi 


7305473 




gi 


6677915 




gi 


4506681 




gi 


7959149 





MOM 



gi 
gi 
gi 
gi 
gi 



12731706 | 

7305473 

6677915 

4506881 

7959149 



MOL4 



gi 
gi 
gi 
gi 
gi 



12731706 

7305473 

6677915 

4506881 

7959149 



MOIi4 


gi 


12731706 


gi 


7305473 


gi 


6677915 


gi 


4506881 


gi 


7959149 



MOM 

gi| 12731706 | 
gi| 7305473 | 
gij 6677915 j 
gi 4506881) 
gi| 7959149 j 



MOM 


gi 


12731706 


gi 


7305473 


gi 


6677915 


gi 


4506881 


gi 


7959149 



WMPCGFSPS PVAHHLVPGPPDTPAQQIiRCGWTVGGWLIiSLVRGLLPCLPP 
260 270 280 290 300 




460 



470 



480 



ATg"DFgGRD?AIYRSLG^g?PLRTAQTWSKVJLl<!EPWrV 
ATg|DFgGRDPAIYRSLGngPPLRTAQYNSKVJLWEPNFV 
ATffiyDFgGRDPAIYRSLG^PPLRTAQYWSKWLNEPNFV 
ATgjDrljGRDFAI YRSLgKJ PPLRTAQYNSKWLNE PNFV 
ATggDFljGRD FA I YRSLGfcS PFLRTA Q YIxJS KWLWE PNFV 

i tTmD F^GRD P A I c T n-nr DT7vj-\'^TCT/r,!T '.TP-ivrTT 



490 

J 



500 



510 



I PPLRTAQ YNS KWLNE ?NE 




520 



530 



540 
..I.. 



550 



■GRFLLEDTWTT FH KARLNC S R F 



FgRENAVEHDCGjjTVgSR^RVCK^IDg^RFLLEDTWTTFMKARLNCSRF 
FjjREMAVEHDCGgTV^SRgARVCKi^DBGGRFLLEDTWTTFMKARLNCSRF 
fJr EN A VEH DCGyjjT VjjjS rXa R VC KN DwG GRF LL EDTWT T F V: KARLKCS R P 
F^R EN AV SKD CGgTVto SR j? AR V C KN DM GGRFLLEDTWT TF ft K ARLN C S R P 
rgjRENAVEKDCGgTvSsRVARVCKNDM^ 

FgR EN A V EH D CG&T Vft S R^AR VC KN DflGGR FLLEDTVjTT F MKARLNC S R P 



560 



570 



580 



590 



600 



3EVPFYYNELQ£gF»jLPESDLIYGSFTTNVMSIAASAVCg?NL£AI£QAF 
3EVFFYYNELQSnFgLPE»|DLIYGMFTT^l>JSIAASAVcSFNLSAl2QAF 

sevffyynelqsSfSlpesdliygisfttnw^ 



610 



MOM 



gi 
gi 
gi 
gi 
gi 



12731706) 

7305473 

6677915 

4506881 

7959149 




660 



670 



680 



690 



700 
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1110 



1120 



1130 



1140 



1150 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



MOL4 



9i 

gi 
gi 
gi 
gi 



1273170S 

7305473 

6677915 

4S06881 

7959149 



MOM 




gi 


127317061 




gi 


730S473 




re 


gi 
gi 


6677915 






4506881 






gi 


7959149 







MOL4 


gi 


12731706 


gi 


7305473 


gi 


6677915 


gi 


4506881 


gi 


7959149 



M0L4 



gi 
gi 
gi 
gi 
gi 



12731706 

7305473 

6677915 

4506881 

7959149 



MOM 


gi 


12731706 


gi 


7305473 


gi 


6677915 


gi 


4506881 


gi 


7959149 



MOM 

gi | 12731706 
gi | 7305473 
gi |6677915 
gi|4506881 
gi | 7959149 




1360 



ASPGQRCPPNS 
ASPGQRCFPNS 

ASPGQRCFPNS 



Tables 4F-4K list the domain descriptions from DOMAIN analysis results against 
MOIA The region from amino acid residue 327 through 725 (SEQ ID NO: 12) most probably 

118 

(E = 2e~ ) contains a Sema domain found in Semaphorins, aligned here in Table 4F. 

60 Semaphorins are involved in growth cone guidance, axonal pathfinding, and other 

developmental processes. The region from amino acid residue 1057 through 1109 (SEQ ID 
NO: 12) most probably (E = 3e~ 9 ) contains a Thrombospondin type-1 repeat found in 
thrombospondin-1 that binds to and activates TGF-beta, aligned here in Table 4G. TGF-beta is 
involved in the modulation of proliferation in many cell types. The region from amino acid 

65 residue 868 through 921 (SEQ ID NO: 12) most probably (E = 4e~ 8 ) also contains a 
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M0L4_1 

Smart) smart00630 




PKK (SEQ ID NO: 91) 



Table 4G. Domain Analysis of MOL4 

gnl | Smart | smart 002 09 , TSP1, Thrombospondin type 1 repeats; Type 1 
repeats in thrombospondin- 1 bind and activate TGF-beta. 
CD-Length = 51 residues, 100.0% aligned 
Score =58.2 bits (139) , Expect = 3e-09 



M0L4_3 

Smart | smart00209 




MOIi4_3 

Smart I smart00209 



(SEQ ID N0:92) 



Table 4EL Domain Analysis of MOL4 

gnl | Smart 1 smart 00 209 , TSP1, Thrombospondin type 1 repeats; Type 1 
repeats in thrombospondin- 1 bind and activate TGF-beta. 
CD-Length = 51 residues, 100.0% aligned 

Score = 54.3 bits (129), Expect ■ 4e-08 



MOL4_4 

Smart | smart00209 




M0L4_4 

Smart I smart 002 09 -| 



(SEQ ID NO: 93) 



Table 41. Domain Analysis of MOL4 

gnl [Smart | smart00209 , TSP1, Thrombospondin type 1 repeats; Type 1 
repeats in thrombospondin- 1 bind and activate TGF-beta. 
CD- Length = 51 residues, 100.0% aligned 

Score s 50.4 bits (119), Expect = 6e-07 



K0L4_5 

Smart | smart00209 



MOL4_5 

Smart I amart00209 




(SEQ ID NO: 94) 



Table 4 J. Domain Analysis of MOL4 

gnl | Smart | smart00209 , TSP1, Thrombospondin type 1 repeats; Type 1 
repeats in thrombospondin- 1 bind and activate TGF-beta. 
CD-Length « 51 residues, 88.2% aligned 

Score = 39.7 bits (91), Expect « 0.001 



MOM_6 

Smart 1 9mart00209 




57 



wq 02/06339 



PCT/IIS01/21249 



Smart | smart 0020 9 Hj-Effi (SEQ ID NO:9S) 



Table 4K Domain Analysis of MOM 

gnl I Pf am | pf am0143 7 , Plexinjrepeat, Plexin repeat 

CD-Length = 48 residues, 100.0% aligned 

Score =46.2 bits (108), Expect = le-05 



MOW_8 

Pfam|pfam01437 



MOL4_8 $ITA 
Pfam|pfam01437 gSBrffi (SEQ ID NO:96) 



The above defined information for MOL4 suggests that this semaphorin-like protein 
may function as a member of a "Semaphorin family". Therefore, the novel nucleic acids and 
proteins identified here maybe useful in potential therapeutic applications implicated in (but 
not limited to) various pathologies and disorders as indicated below. The potential therapeutic 
applications for MOL4 include, but are not limited to: protein therapeutic, small molecule drug 
target, antibody target (therapeutic, diagnostic, drug targetmg/cytotoxic antibody), diagnostic 
and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vivo and in vitro of all tissues and cell types composing (but not limited to) 
those defined here. 

The MOL4 nucleic acids and proteins are useful in potential therapeutic applications 
implicated in Parkinson's disease, psychotic and neurological disorders, Alzheimers disease, cancer 
including but not limited to lung or breast cancer, endocrine disorders, inflammatory disorders, gastro- 
intestinal disorders and disorders of the respiratory system, and/or other pathologies and disorders. 
For example, a cDNA encoding the semaphorin-like protein may be useful in gene therapy, 
and the semaphorin-like protein maybe useful when administered to a subject in need thereof. 
By way of nonlimiting example, the compositions of the present invention will have efficacy 
for treatment of patients suffering from Parkinson's disease, psychotic and neurological disorders, 
Alzheimers disease, cancer including but not limited to lung or breast cancer, endocrine disorders, 
inflammatory disorders, gastro-intestinal disorders and disorders of the respiratory system. MOL4, or 
fragments thereof, may further be useful in diagnostic applications, wherein the presence or 
amount of the nucleic acid or the protein are to be assessed. 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL4 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 
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hydrophobicity charts, as described in the "Anti-MOLX Antibodies'* section below. The 
disclosed MOL4 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL4 epitope is from about amino acids 5 
to 75. In another embodiment, a MOL4 epitope is from about amino acids 100 to 200. In 
additional embodiments, MOL4 epitopes are from about amino acids 300 to 375, 420 to 600, 
600 to 675, 775 to 850, 900 to 1 150, , and from about amino acids 1250 to 1350. These novel 
proteins can also be used to develop assay systems for fimctional analysis. 



MOL5 

MOLSa 

The disclosed novel semaphorin 4C -like nucleic acid of 3868 nucleotides, MOLSa, 
(also referred to as SC20422974-A) is shown in Table 5 A. An ORF begins with an ATG 
initiation codon at nucleotides 453-455 and ends with a TGA codon at nucleotides 2952-2954. 
A putative untranslated region upstream from the initiation codon and downstream from the 
termination codon is underlined in Table 5 A, and the start and stop codons are in bold letters. 



Table 5A. MOLSa Nucleotide Sequence (SEQ ID NO:13) 

CGACTATCCATGAAGCCCXX3^ 

CTTAGGCCTG&GTGTCTATGTTGGG^ 

TGGTGGGTCTGG&GGrcftGC^^ 

CAGGGAG&CCHXjTGGTCTTTTAGGC 

GGGCACCGQGGCTCCTGGAAjGGCCT 

CTCTGGCTGTGATTTCTGACCATGTCT 

C^TGGCCCCTICACTGGGCTGTCTGGCTG 

GGAACCTTGTGCCGCGTAAGACAGTGTCTT 

TCCAGGACTTCCTGACACTGACGCT^ 

CXTTTCAGTGTAGAGGCTCTGGAGCrrGCAAGGAGCGATCT 

TCCAjGAAAGGGAAjGAACAACCAGACCGAGTGCTTCAACTTCA 

TGTACGTCTGTGGCACCTACGGCTTCCAGCCX3IAAGTGCACCTAC 

GAGAGTTTGAAGATGGGAAGGGGAAGTGTCCCTATGACCCAGCT^ 

AGCTGTACTCX^CCACACTC7\ACAACTTCCTG^ 

CCATGAAGACAGAGTACCTGGCCTTTTGGCTCAACGAACCT 

TGGGCAGCTTCACGGGGGACGACGAGAAGGTCTAC^ 

Ca^GCAGGTGGTGGCTCGTGTGGCCCGTGTCTGCAAGGO 

GGACCACGTTCCTGAAGGCGCGGCTGGCATGCTCTGCCCCX3AACTGGCA 

TGCACACCCTGCAGGACACCTCCTGGCACAACACCACCri^CTTTGGGCT 

ACCTGTCGGCCATCTGTGAGTACCAGTTGGAAGAGATCC^^ 

aggaagcccagaagtgggaccgctacactgacxctgt^^ 

atcggcgccacggctacaccagctccctggagctacccgacaacatcct 

tggaggagcaggtggggcctcggtggagccgccccct^ 

ccgaccgggttacaggacttgatggagccacct 

aggctgtgagcctggggccctgggttcacctgattgaggagctgcagct^ 

tggtgctatctcagtok^gaagctgctctttgccggctcccgc^ 

gcatgaagtatcgctcctgtgcagactgtgtc£tcgcccgggacc 

gcigtgtggccgtgggtggccactctgggtcctttctgatc 

gcaacctccx3tggcagtaagaaagtcaggcccact 

tx^cctgcc^cctctcctccaac^ 

cxxxjgtccttcctctacgatgcccggctccaggccctggttc 

accactgcttttcagaggagcagggggcgcggctggc 

cggtgaccttggagqcccgggcccx^cctggaaaacctggggctra 
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TGTGCCTGGTGCTCKTOCTGCTGGTG 

CTACTGAGAGGACCTTGGTGTACCXXCTGGAGCTGCCCAA 

AACCAGATGAGAAACTTTCGGATCCnX?TCGGTT 

CCCGGTGCCAGCCCGGTGGGGGGCCCCCTTCGCCACCT^ 

GGCTTCACCTGGGGGGTGGGCXSGAACrCAAATG 

GAGGGCTC^GGCACCCCCTGCCTGAGCTCG^ 

ACTCCAACCCCXjAGGAGTCRTCAGTATGAGGGGAACC^CCACCGCG 

tacttttgcacaggcaccagctatctq^^ 
cacccacccxsgccatgaggacctcctcnxjct 
ctcgcagaaggcatcttcctcctctctgt 
gaagtttcaagatgtgtgtttgtctgiatttgcaca 

GCGKXjCTTGTCGCATAGCTTCCTGTTTC 

tatgaaggggaaggggtostatcactttgtctctcctaccc^ 

tggaggtggggtggac^gggtgctgtgcccctt^ 

agggctgtgaatgttttcagggtggggggagggagatggagcctcctgtgtc 

cctcccacttggccccggggttcagtggtattttatacttgccttct 

gaggggagagaagggagagggtgggcctgctgtggacaatggcatact 

taacagtgtaacctattgtgtccccx3cgtact 

atggagaaaaaaaaaaaaaaaaaaaaaaaagtcctatcgatgt 



The MOLSa protein encoded by SEQ ID NO: 13 has 833 amino acid residues and is 
presented using the one-letter code La Table 5B. The Psort profile for MOL5a predicts that 
tins sequence is likely to be localized at the mitochondrial inner membrane with a certainty of 
5 0.8000 or plasma membrane with a certainty of 0.7000. MOL5a has a cleavage site between 
amino acods 20 and 21 (GIG-AE), and a molecular weight of 92617.0 Daltons. 



Table 5B. Encoded MOLSa protein sequence (SEQ ID NO:14) 

*WPHWA^ 

FAFSVEAIoELQGAISWEAPVEKKTEC^ 

LEHGB F EDGKGKC P YDPAKGHAGLIjVDGEL YS ATLNNFLGTE P 1 1 LRNMGP HHSMiCIE YIAFWLNK PHFVGS A 

yvpesvgsihx5dddkvyflfreravesdctaeqw 

yfnqlqamhti^dtswhot^ffgvfqaq^ 

rpgscinnwhrrhgytsslelpdnilnfvkkhplm^ 

LFIGTGQAWLLKAVStt3PWVHLIEE3^^ 

ARDPYCAWSVNTSRCVAVGGHSGSFLIQHVMTSDTSGI CNDRGSKKVRPTPKNI TVVAGTDLYLPCHIiSSNLA 

HARWTFGGRDLPAEQPGSFLYDARLQALVVM^ 

PLENLGLVWIiAWALGAVCLVIjLI^ 

WDPVGYYYSDGSLKTVPGHARCQPGGGPPSPPPGIPGQPLPSPTRLHLGGGRNSNW^ 

HPLPELADELRRKLQQRQPLPDSNPEESSV 



The disclosed nucleic acid sequence for MOL5a has 2917 of 3443 bases ( 84%) 
10 identical to a semaphorin 4C mRNA (GENBANK-ID: S79463|acc:S79463 ) (E= 0.0). 

The full MOL5a amino acid sequence has 729 of 834 amino acid residues (87%) 
identical to, and 772 of 834 residues (92%) positives with, the 834 amino acid semaphorin 4C 
Precursor protein from Mus musculus (Mouse) (ptnr:SPTREMBL-ACC: Q64151) (E= 0.0). In 
addition, this protein contains the following protein domains (as defined by Interpro) at the 
15 indicated nucleotide positions: Sema domain (a.a. 53-481; IPR001627), integrinJB (a.a. SOS- 
SI^ IPR000413 ), Plexinjrepeat (sua. 499-551; IPR002165), ig (a.a. 570-629; 1PR000353) 

MOLSa expression in different tissues was examined through TaqMan as described 
below in Example 1 . 
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Chromosomal Localization 

MOL5a has been localized to human chromosome 2. 
MOL5b 

Another disclosed novel semaphoring -like nucleic acid of 2558 nucleotides, MOL5b, 
5 (also referred to as SC14998905 JBXT) is shown in Table 5C. An ORF begins with an ATG 
initiation codon at nucleotides 21 - 23 and ends with a TGA codon at nucleotides 2520-2522. 
A putative untranslated region upstream from the initiation codon and downstream from the 
termination codon is underlined in Table 5C, and the start and stop codons are in bold letters. 



Table 5C. MOLSb Nucleotide Sequence (SEQ ID NO:15) 

TCAGAGCCGGGGCGTGCGCCATGGCCC 

TTGGGGCTGAGGTGTGGTGGAACCTTGTGCCGCGTAAGACAGT^ 

GGTTCTCCCAGACCGGCATCGAGGACTTCCTGACACTGACGCTGACG 

CCAGGGACCATGCCTCTGCACTGGGCGTCCC^ 

AGAAGAAGACTGAGTGTATCCAGAAAGGGAAGAACAACCAGAC 

CXTTACAATGCCTCCCACCTGTACGTCTGTGGC 

CCTTCACTTTGGAGCATGGAGAGTTTGAAGATGGGAAGGGCAAGTC 

GCCTTCTTGTGGATGGTGAGCTGTACTCGGCCACACT 

ACATGGGGCCCCACCACTC CATGAAGACAGAGTACCTGGCCTTTTGGCT^ CTG 

CCTATGTACCTGAGAGTGTGGGCAGCTTGACGG^ 

TGGAGTCCGACTGCTATGCCGAGKIAGGTGGTGGCTC 

GGACCCTGCAGAGGAAGTGGACCACGTTCCTGAAGGCGCGGCTGGCATGCTCTTC 

TCAACCAGCTGCAGGCGATGCACACCCTGCAGGACACCT 

CACAGTGGGGTGACATGTACCTGTCGGCCAI^TC 

CXTTATAAGGAGTACCATGAGGAAGCCCAGAAGTGGGACCGCTACACTC 

CGTGCATTAACAACTGGCATCGGCGCCAGGGCTACACCAGCT 

TCAAGAAX3CACCCGCTGATGGAGGAGCAGGTGGGGCCT 

ACTTCACCCACCTGGTGGCCGACCGGGTTACAGGACirrGA 

GAGACGGCTGGCTGCTCAAGGCTCTGAGCCTC^ 

AGGAGCCCATGAGAAGCCTGGTGCTATCTCAGAGCAAGAAGCTGC 

AGCTGCCCGTGGCCGACTGCATGAAGTATCXXrTCCTG 

GGAGCGTCAACACGAGCCGCTGTGTGGCCGTGGGTGGCCACTCTGGATCTCT 

CX3GACACTTCAGGCATCTGCAAGCJTCCGTGGCAGT 

CGGGGACAGACCTGGTGCTGCCCTGCCACCTCTCCTC 

ACCIWCTGCGGAACAGCCCGGGTCCTTCCTCTACGATGCCCGGCT 

CCCGCCATGCCGGGGCCnVVCCACTGCTTTTCAGAGG 

CTGTCGTGGCAGGCCCX3TCGGTGACCTTGGAGGCCCGGGCCCCCCTGGAAAACCT 
TGGTGGCCCTGGGGGCTGTGTGCCTGGTGCTGCTGCTGCTGGTG 
TGGAGAAAGGGGCCAAGGCTACTGAGAGGACCTTGGTGTACCCCCT^ 
CCTTCCGGCCCTGTCCTXIAACCAGATGAGAAACI^GGGAT 

AGATAGTACCTGGGCATGCCCGGTGCCAGCCCGGTGGGGGGCCCCCTTCGCCACOT 
CTCTGCCTTCTCCAACTCGGCTTCACCTGGGGGGTGGGCXSG^ 
TAGGAGGGGAGGACCGGGGAGGGCTCGGGCACCCXJCTGCCTGAG 
AACGCCAGCCACTGCCCGACTCCAACCCCGAGGAGTCATCAGTATG AGGGGAACC^ 

CGTGGGAG 

10 

The MOLSb protein encoded by SEQ ID NO: 16 has 833 amino acid residues and is 
presented using the one-letter code in Table 5D. The Psort profile for MOLSb predicts that 
this sequence is likely to be localized at the plasma membrane with a certainty of 0.7000. 



Table 5D. Encoded MOL5b protein sequence (SEQ ID NO:16) 

MAPHW AVV^LAARLWGLGIGAEVWWNLVPRKTVS SGEIiATWRRFSQTGI QDFLTLTLTEPTGLLYVGARDHA 
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SALOTPVLLLQAVISWRAPVEKKTO 

LEHGE FSDGKGKCP YDPAKGHAGLLVDGELYSATLNNFLGTE P 1 1 LRNMGPHHSMKTEYLAFWLNEPHFVGSA 
YVPESVGSFTGDDDKVYFFFRERAVESDCTAEQWARV^ 

YFNQLQAMHTLQDTS WHNTTFFGVFQAQWGI^IYLS AI CEYQIjEE I QRVFEGP YKE YHE EAQKWDRYTDPVPS P 

RPGSCINNWHRRHGYTSSLELPDNIIiNFVKKHPL^ 

LFIGTGDGWLLKAVSl^PWVHLIEELQLFDQEPMRSLVLS^ 

ARDPYCAWSVNTSRCTAVGGHSGSLLIQHVMTSOTSGIC^ 

HARWTFGGRDLPAEQPGS FLYDARLQALVVMAAQPRHAGAYHCT^ 

PLENIXSIiVWLAWALGAVCLVLLLLVLS LRRRL^ PDEKL 
WDPVGYYYSDGSLKTVPGHARC&PGGGPPSPPPGIPGQPL^ 

HPLPEIADEIjRRKLQQRQPLPDSNPBESSV 

The disclosed nucleic acid sequence for MOL5b has 1695 of 2019 bases (83%) 
identical to a mouse Semaphoring mRNA (GENBANK-ID: S79463) (E= 0.0). 

The full MOL5b amino acid sequence has 722 of 834 amino acid residues ( 86%) 
5 identical to, and 765 of 834 residues (91%) positive with the amino acid Semaphorin4C 
HOMOLOG protein from Mouse (S79463_ SEMA_4CJdOUSE) (E= 0.0). The global 
sequence homology (as defined by FASTA alignment with the full length sequence of this 
protein) is 91 % amino acid homology and 86 % amino acid identity. 

Chromosomal Localization 
1 0 MOL5b has been localized to human chromosome 2. 

MOLSc 

In the present invention, the target sequence identified previously, MOL5b, was 
subjected to the exon linking process to confirm the sequence. PCR primers were designed by 
starting at the most upstream sequence available, for the forward primer, and at the most 

1 5 downstream sequence available for the reverse primer. In each case, the sequence was 

examined, walking inward from the respective termini toward the coding sequence, until a 
suitable sequence that is either unique or highly selective was encountered, or, in the case of 
the reverse primer, until the stop codon was reached. Such primers were designed based on in 
silico predictions for the full length cDNA, part (one or more exons) of the DNA or protein 

20 sequence of the target sequence, or by translated homology of the predicted exons to closely 
related human sequences sequences from other species. These primers were then employed in 
PCR amplification based on the following pool of human cDNAs: adrenal gland, bone 
marrow, brain - amygdala, brain - cerebellum, brain - hippocampus, brain - substantia nigra, 
brain - thalamus, brain -whole, fetal brain, fetal kidney, fetal liver, fetal lung, heart, kidney, 

25 lymphoma - Raji, mammary gland, pancreas, pituitary gland, placenta, prostate, salivary 
gland, skeletal muscle, small intestine, spinal cord, spleen, stomach, testis, thyroid, trachea, 
uterus. Usually the resulting amplicons were gel purified, cloned and sequenced to high 
redundancy. The resulting sequences from all clones were assembled with themselves, with 
other fragments in CuraGen Corporation's database and with public ESTs. Fragments and 
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ESTs were included as components for an assembly when the extent of their identity with 
another component of the assembly was at least 95% over 50 bp. In addition, sequence traces 
were evaluated manually and edited for corrections if appropriate. These procedures provide 
the sequence reported below, which is designated MOL5c (Accession Number CG50907-02). 
This differs from the previously identified sequence, MOL5b, in having 17 different amino 
acids. 

The disclosed novel semaphorin 4C -like nucleic acid of 31 12 nucleotides, MOL5c, 
(also referred to as CG50907-02) is shown in Table 5E. An ORF begins with an ATG 
initiation codon at nucleotides 104 - 106 and ends with a TGA codon at nucleotides 2603- 
2605. A putative untranslated region upstream from the initiation codon and downstream 
from the termination codon is underlined in Table 5E, and the start and stop codons are in bold 
letters. 



Table 5E. MOLSc Nucleotide Sequence (SEQ ID NO:17) 

TGCTGCGGGCCCCTCTGGTTTGCTTTCTC^ 

CCTGAACOTmGAGCCGGGG^ 

CCTGGGCATTGGGGCTGAGGTGTGGTGGAACCTTC 

AGTACX3GCGGTTCTCCCAGACCGGCATC 

CXSTGGGCGCCAGGGACX^TGCCTCTC 

CCCCGTGGAGAAGAAGACTGAGTGTATCCAGAAA^ 

CXITGCAGCCCTACAATGCCTCCCACCTGTACGTCTCT 

CATGCTCACCTTCACTTTGGAGCATGGAGAG 

CC^TGCTGGCCTTCTTGTGGATGGTGAGCTCTACT 

CCTGCGTAACATGGGGCCCCACCACTCCATOAAGAC^ 

AGGCTCTGO^ATGTACCTGAGAGTGTGGGCAGCITCAOT 

GCGGGCAGTGGAGTCCGACn^CTATGCOTAGCAGGTGGTGGCTCGT 

GGGCGCACX3GACCCTGCAGAGGAAGTGGACCACX5TT 

GCTCTACTTCAACCAGCTGCAGGCX^TGCACACCCTC 

TTTTCAAGCACAGTGGGGTGACATGTACCTGTCGG^ 

TGAGGGCCCCTATAAGGAGTACCATGAGGAAGCCCAGA/^ 

GCCTGGCTCGTGCATTAACAACTGGC^TCGGCGC 

CAACTTCXJTCAAGAAGCACCCGCTGATGGAGGAGCA^ 

GGGCACCAACTTCACCX^CCTGGTGGCCX3ACCGGGrTACAGGACTTG^ 

TGGCACAGGAGACGGCTGGCTGCTCAAGGCTGTGAGCCTGGGG 

GWU'GACCAGGAGCCCATGAGAAGCCTGGTGCT^ 

GCTGGTGCAGCTGCCCX3TGGCCGACTGCATGAAGTATCGCT CCTGTGCAGACTGTGT CCTCGCCCGGGACCCCT A 

TTGCGCCTGGAGCGTCAACACCAGCCGCTGTGTGGCCG^^ 

GATGACCTCGGACACTTCAGGCATCTGCAACCTC 

GGTGGTGGCGGGCACAGACCTGGTGCTGCCCTGCCACC^ 

GGGCCGGGACCTGCCTGCGGAACAGCCCGGGTCCTTCCTCTACGATGCCCXjG^ 

TGCCCAGCCCCGC(^TCC03GGGCrTACCAC^^ 

CCTTGTGGCTGTCGTGGCACK3CCCGTCGGTC 

GCTGGCGGTGGTGGCCCTGGGGGCTGTGTGCCTGGTGCTGCTGCTGCTGGTC 

GGAAGAGCTGGAGAAAGGGGCCAAGGOTACTGAGAGGACCTTO 

CAGTCCCCCCTTC<XK3CCCTGTCCTGAACCAG 

CTCCCTTAAGATAGTACCTGGGCATGCCCGGTGC^ 

AGGCC^GCCTCTGCCTTCTCCAACTCGGCTTCACC 

CTTAC^CTAGGAGGGGAGGACOSGGGAGGGCrrCG^ 

ACTGCAGCAACGCCAGCCACTGCCCGACTCCAACCCCGAGGAGTCATC^^ 

GCGGGAAGCGTGGGAGGTGTAGCTCCTACTTOTGCACAGGCACCAGCTACOT 

CTCTGTCTGGGACAGATACTGCCCAGCACCCACC^ 

TTGGTGTGGCTCACCAGGGCACCAGCCTCGCAQAAGGCATCT 

CCCAGCCGCCAAAACTTTTCAAGGCAGAAGTTTCAAGA 

GTGTGTATGTGTGTGTGCACGCGCGTGCGCGCTTGTGGCATAGCCTTCCTGTTTCTGTCAAGTCT 
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TGGGTCCTCCTGGTGAGTCATTGGAGCTATGAAGGGGAAGGGGTCGTATCACTIT^ 
CCCGAGTGTCGGGCAGCGATGTACATATGGAGGTGGG 



The MOL5c protein encoded by SEQ ID NO: 17 has 833 amino acid residues and is 
presented using the one-letter code in Table 5F. The Psort profile for MOL5c predicts that this 
sequence has a signal peptide and the signal peptide is predicted by SignalP to be cleaved 
between amino acid 20 and 21: GIG-AE. This sequence is likely to be localized at the 
mitochondrial inner membrane with a certainty of 0.8000 and the plasma membrane with a 
certainty of 0.7000. 



Table 5F. Encoded MOLSc protein sequence (SEQ ED NO:18) 



MAPHW AVWLLAARLWGLGI GAKVWWNLV PRKTVS SGKliATWRRFS QTGI QDFIiTLTLTEP TGLL YVGARDHA 
SALGVPVLLLQAVISWEAPVEKXTECIQK 

LEHGE FEDGKGKCPYDPAKGHAGIjLVDGELySATLNNFIjGTEP I ILRNMGPHHSMKTE YLAFWLNEPHFVGSA 
YVPESVGSFTGDDDKVyFPFRJSRAVESDCTAEQWARVARVCKGDMGGARTI^ 

YFNQLQAMHTLQDTSWHNTTFFGVFQAQWGDMYLSAI CEYQLEE IQRVFEGPYKEYHEEAQKWDRYTDPVPSP 

RPGSCINNWHRRHGYTSSLELPDNILNFVKKHPLMEEQVGPR^ 

LFIGTGIXSWUjKAVSIiGPWvT^ 

ARDP YCAWSVNTSRCVAVGGHSGSLLI QHVMTSDTSGI CNLRGSKKVRPTPKITITVVAGTDLVLPCHLSSNLA 

HARWTFGGRDLPAEQPGSFLYDARLQALVVMAAQPRHAGAYHCFSEEQGARIJ^^ 

PLENLGLVWIiAWALGAVCLVLLLLVLSLRRRIiREELEKGAI^ 

WDEVGYYYSIX5SLKIVTCHARCQPGGGPPSPPPGIPGQP 

HPLPEIiADELRRKLQQRQPLPDSNPBESSV 



1 0 The disclosed nucleic acid sequence for MOLSc has 2879 of 2906 bases (99%) 

identical to a gb:GENBANK«ID:AB051526|acc:AB051526.1 mRNA from Homo sapiens 
{Homo sapiens mRNA for KIAA1739 protein, partial cds) (E= 0.0). 

The full MOL5 amino acid sequence has 722 of 834 amino acid residues (86%) 
identical to, and 765 of 834 amino acid residues (91%) similar to, the 834 amino acid residue 

15 pta:SWISSPROT-ACC:Q64151 protein from Mus musculus (Mouse) (SEMAPHORE* 4C 
PRECURSOR (SEMAPHORIN I) (SEMA I) (SEMAPHORE* C-LIKE 1) (M-SEMA F)) (E= 
0.0). The global sequence homology (as defined by FASTA alignment with the full length 
sequence of this protein) is 91% amino acid homology and 86% amino acid identity. 

The presence of identifiable domains in the protein disclosed herein was determined by 
20 searches versus domain databases such as Pfam, PROSITE, ProDom, Blocks or Prints and 

then identified by the Interpro domain accession number. Significant domains are summarized 
in Table 5G. 

Table 5G: Domain similarities for MOLSc 

25 Scorea for sequence family classification (score includes all domains) : 

Model Description Score E-value N 
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10 



15 



20 



25 



30 



Sema Sema domain 

Plexinjrepeat Plexin repeat 
ig Immunoglobulin domain 

integrin_B Integrins, beta chain 

Parsed for domains: 



664.4 5.8e-196 1 

25.8 0.001 1 

8.5 0.44 1 

7.0 0.04 1 



Model 


Domain 


seq-f 


seq-t 


hmm- f 


hmra-t 




score 


E -value 


Sema 


1/1 


53 


481 . . 


1 


490 


13 


664.4 


5.8e-196 


integrin__B 


1/1 


505 


519 .. 


1 


14 


[. 


7.0 


0.04 


Plexin repeat 


1/1 


499 


551 .. 


1 


67 


[] 


25.8 


0.001 


ig 


1/1 


570 


629 


1 


45 


[] 


8.5 


0.44 



The Sema domain occurs in semaphores, which are a large family of secreted and 
transmembrane proteins, some of which function as repellent signals during axon guidance. 
Sema domains also occur in a hepatocyte growth factor receptor, in SEX protein (Goodman et 
al., 1998, Cell 95: 903-916) and in viral proteins. 

The presence of these domains indicates that MOL5c likely has properties similar to 
those of other proteins known to contain this/these domain(s) and similar to the properties of 
these domains. 

Chromosomal Localization 

MOL5c maps to chromosome 2. This assignment was made using mapping 
information associated with genomic clones, public genes and ESTs sharing sequence identity 
with the disclosed sequence and CuraGen Corporation's Electronic Northern bioinformatic 
tool. 

Tissue Expression 

MOL5c is expressed in at least the following tissues: adrenal gland, bone marrow, 
brain - amygdala, brain - cerebellum, brain - hippocampus, brain - substantia nigra, brain - 
thalamus, brain -whole, fetal brain, fetal kidney, fetal liver, fetal lung, heart, kidney, 
lymphoma - Raji, mammary gland, pancreas, pituitary gland, placenta, prostate, salivary 
gland, skeletal muscle, small intestine, spinal cord, spleen, stomach, testis, thyroid, trachea and 
uterus. Expression information was derived from the tissue sources of the sequences that were 
included in the derivation of the sequence of MOL5c. 



35 MOL5a also has homology to other proteins as shown in BLAST alignment results in 

Table 5H. 



Table 5H. BLAST results for MOLSa 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
{%> 


Expect 


gi | 12698023 | dbj | BAB 
21830.1) (AB051526) 


KIAA1739 protein 
(Homo sapiens] 


963 


785/801 
(98%) 


789/801 
(98%) 


0.0 



65 



prnrmcn in 1249 



gi| 8134699 |sp|Q6415 
l|SM4C_M0USE 



gi 1 13637386 |ref|XP 
002614.2) 



SBMAPHORIN 4C 
PRECURSOR 
(SEMAPHORIN I) 
(SEMA I) 
(SEMAPHORIN C- 
LIKE 1) (M-SEMA 
P) 



834 



722/834 
(86%) 



765/834 
(91%) 



0.0 



hypothetical 
protein FLJ20369 
[Homo sapiens] 



510 



510/510 
(100%) 



510/510 
(100%) 



0.0 



gi j 8923346 1 ref |NP_0 
60259. 1| 



sema domain, 
immunoglobul in 
domain (Ig) , 
transmembrane 
domain TM; 
cytokeratin 14; 
adipocyte - derived 
leucine 

aminopept i das e; 
hypothetical 
protein MGC10851; 
hypothetical 
protein FLJ14662; 
sphingomyel in 
phosphodiesterase 
-1 , acid 
lysosomal ; Pro- 
platelet ba> 



510 



509/510 
(99%) 



509/510 
(99%) 



0.0 



gi|l3633937|sp|Q9NT 
N9 | SM4G_HUMAN 



SEMAPHORIN 4G 
PRECURSOR 



838 



292/673 
(43%) 



381/673 
(56%) 



e-138 



This information is presented graphically in the multiple sequence alignment given in 
Table 51 (with MOL5a being shown on line 1, and MOL5b on line 2) as a ClustalW analysis 
comparing MOL5 with related protein sequences. 

Table 51 Information for the ClustalW proteins: 



1) MOL5a (SEQ ID NO: 14) 

2) M0L5b (SEQ ID NO: 16) 

3) gi | 12698023 | dbj |BAB21830.l| (AB051526) KIAA1 73 9 protein [Homo sapiens] 
(SEQ ID N0:46) 

4) gi| 8134699 |sp|Q6415l|SM4C.MOUSE SEMAPHORIN 4C PRECURSOR (SEMAPHORIN I) 
(SBMA I) (SEMAPHORIN C-LIKE 1) (M-SEMA F) (SEQ ID N0:47) 

5) gi| 8923346|ref | NP_O60259 . 1 | sema domain, immunoglobulin domain (Ig) , 
transmembrane domain TM; cytokeratin 14; adipocyte -derived leucine 
aminopept idase; hypothetical protein MGC10851; hypothetical protein FLJ14662; 
sphingomyelin phosphodiest erase -1 , acid lysosomal; Pro-platelet ba> (SEQ ID 
NO:48) 

6) gi|l3633937|sp|Q9NTN9|SM4G_HUMAN SEMAPHORIN 4G PRECURSOR (SEQ ID NO: 49) 



10 20 30 40 

I i I | 1 1 1 1 

MOL5a 

MOL5b 

gi 12698023) LCSHLWQPGLGSCWSEGFPEAGSTHSRLCLLLCWTLIEAV 

gi 8134699) - 

gi 13637386] - 

gi 8923346) - 

gi 13633937) - 



66 



WO 02/06339 



PCTAJS01/21249 



MOL5a 


MOLSb 


gi 


12698023) 


gi 


8134699 | 


gi 


13637386) 


gi 


8923346) 


gi 


13633937) 


MOLSa 


MOLSb 


gi 


12698023) 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937 | 


MOL5a 


MOLSb 


gi 


12698023) 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937) 


MOLSa 


MOLSb 


gi 


12698023) 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937) 


MOL5a 


MOLSb 


gi 


12698023 | 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937) 


MOLSa 


MOLSb 


gi 


12698023) 


gi 


8134699) 


gi 


13637386) 


gi 


8923346 1 


gi 


13633937) 


MOL5a 


MOLSb 


gi 


12698023) 


gi 


8134699) 


gi 


13637386 | 


gi 


8923346| 


gi 


13633937 | 



50 60 70 
.) | |....| |....| 



80 



GSRAKKRAAAERAKVGWGCPALRPEVPLTLRARAISLMAS 



90 100 
.|....|. ...).. 



110 120 
..|....|....| 



SGRKLWLRYPSFLPAAVTCCLLPGWERLGRPRWGCQGQRLF 



130 



140 



150 



ISO 




-MN< 



SELTATAVPGPSLRRPSB 



170 



180 



190 



I 



200 
••I 



GELATWRRFSQTGIQDFLTLTLTEPTGLLYVGAR 
GELATVVRRFSQTGIQDFLTLTLTEPTGLLYVGAR 
_ELATWRRFSQTGIQDFLTLTLTEPTGLLYVGAR 
GELlSrVVRRFSQTGIQDFLTLTLTE^GLLWGAR 



RMTIP' 



210 
\....\.. 



EALF AFSV3AL 

EALFAFSjjJjEAL 
EALFAFSVEAL 




ECFNFIRF 
ECFNFIRF 
ECFNFIRF 
ECFNFIRF 




260 
St 



CjjjQKGKNlTQT 



280 



CGTYAFQPKCT 
CGTYAFQPKCT 
CGTYAFQPKCT 
CGTYAFQPKCT 




290 300 310 320 

L 



hgefedgkgkcpydpakghagllvdgelysatlnnflgt 
hgefedgkgkcpydpakghagllvdgelysatlnnflgte 
hgefedgkgkcpydpakghagllvdgelysatlnnflgts 
efedgxgkcpydpakghSgllvdgelysatlnnflgte 



-TSH 



ryeBr-§i 



67 



PC i/US0i/21249 



gi 


12698023) 


gi 


8134699) 


gi 


13637386| 


gi 


8923346) 


gi 


13633937) 


M0L5a 


M0L5b 


gi 


12698023) 


gi 


8134699 | 


gi 


13637386| 


gi 


8923346) 


gi 


13633937) 



HOLS a 
MOLSb 

gi | 12698023 
gi | 8134699 | 
gi|13637386 
gi 1 8923346 | 
gi|l3633937 



MOLSa 
MOL5b 



MOLSa 


MOL5b 


gi 


12698023 | 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937 | 



MOLSa 
MOLSb 



gi 


12698023) 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937) 


MOLSa 


MOLSb 


gi 


12698023] 


gi 


8134699) 


gi 


13637386) 


gi 


8923346 | 


gi 


13633937) 



MOLSa 
MOLSb 

gi]l2698023 
gi j 8134699 | 
gi|l3637386 
gi|8923346| 



330 340 350 



360 



PIILKKl'IGPHHSKKTSYLAFlN r LNEPHFVGSAYVPESVGSF 
P IILRNt-IGPHHSMKTE YLAFWLNEPHF VGS AYVPES VG SF 
PIILRNMGPHHSKKTEYLAFWLNEPHFVGSAYVPESVGSF 
P^ILR^MGjjHH S ||KTE YL AFW LNE PHF VG S Ajjy? E SVG S F 



(&HR^RHHferaTEf^PM ri5^A ^a^^ 



370 



380 



390 



400 




DCYAEQWARVARVCK 
D C Y A E Q WARVAR V CK 
DCYAEQWARVARVCK 
DCYAEQWARVARVCK 



GDDDKVYjgFFwERAHEg 



410 420 430 440 



GDMGGARTLQRKTCTTFLKARLACSA?M\QLYFttQLQAMHT 
G DMG G A RT LQ RKKT T F LX ARL AC S APNW Q L YF tf Q L Q AMHT 
GDMGGARTLQRKWTTFLKARLACSAPNWQLYFNQLQAMHT 
GDMGGARTLQ^KtNTTFLKARLjJjCSAPj^YFNQL^AgHT 



GDgGG^^LO^KWT^FLKARLgc jlM P 



480 




490 500 



510 520 
..| I I 



FEGPYKEYHSEAQKV7DRYTDPVPS?RPGSCIN>fA T HRRHGY 
FEGPYKEYHEEAQKWDRYTDPVPSPRPGSCrNNWHRRHGY 
FEGPYKEYHEEAQKVJDRYTDPVPSPRPGSCIIOT'JHRRHGY 
FEGPYKEYgEgAQKWgRYTDPYPSPRPGSCINNWHRj^iGY 
FEGPYKEYHEEAQKWDRYTDPVPSPRPGSCINNWHRRHGY 
FEGPYK E YHSEAQKWDRYTDPVPS PRPGS CINNWHRRHG Y 
FSGPY2EYS!BS5^^!^VPii?RPGSCl5II3!R^!GY 



530 540 
| \..:.\ 1 - . 



550 560 



tsslelpdnilnfvkkhplkeeqvgprwsrpllvkkgttff 
tsslelpdnilnfvkkhplmeeqvgprwsrpllvkkgtkf 
tsslelpdnilnfykkhpll'seeqvgprwsrpllvkkgth? 
tsslelpdkjlnfykkhplkejq^pr^rplltok^tnf 
t5slelpdnilnfvkkhplkeeqvgprksrpllvkkgtnf ( 
tsslelpdnilnfvkkhp^:eeqvgprwsrpllvkkgtnf; 



570 



580 



590 



600 
••I 



THLVADRVTGLDGA^YTVLPIGTG^JLLKAVSLGPmOIL 
THLVADRVTG LDG AT YT VLFI GTGD 3*/?LLK AV3 LGF VJVHL 
THLVAJ3RVTGLDGATYTVLFIGTGDGWLLKAVSLGPV7VHL 
THgVADR^TgGLDGATYTVLFIGTGDGl'JLLKAVSLGP^H^ 
THLVADRVTGLDGATYTVLFIGTGDGWLLKAVSLGPOTHL 
THLVADRVTGLDGATYTVLFlgTGDGWLLKAVSLGPimiL 



WO 02/06339 



PCT/US01/21249 



gi | 13633937 | 



MOLSa 
MOL5b 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699) 
13637386 
8923346| 
13633937 



MOL5a 
MOL5b 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699) 
13637386 
8923346) 
13633937 



MOLSa 
MOLSb 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699) 
13637386 
8923346) 
13633937 



MOL5a 
MOLSb 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699| 
13637386 
8923346| 
13633937 



MOL5a 
MQL5b 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699 | 
13637386 
8923346) 
13633937 



MOLSa 
MOL5b 



gi 
gi 
gi 
gi 
gi 



12698023 
8134699) 
13637386 
8923346) 
13633937 



MOLSa 
MOLSb 

gi (12698023 
gi | 8134699 | 
gi | 13637386 



610 



G[5jT YggLFSsGTS D GW^KAVELGS3T>Hf 



620 630 640 

|....|....|....|....|....| 



IEELQLFDQ 

IEELQLFDQ 

IEELQLFDQJ 

JjEELQgFDQ 

IEELQLFDQ 

IEELQLFDQJ 



EPMRSLVLSQSgKLLFAGSRSQLVQLPVAD 
EPMRS LVLS Q S KKLLFAG SR S QLVQL PVAD 
|EPMRSLVLSQSKKLLFAGSRSQLVQLPVAD 
EPjjj^SLVLSQSKKjjjLFAGSRSQLVQL^jjAD 

epmrslvlsqskkllfagsrsqlvqlpvad 
|epmrslvlsqskkllfagsrsqlvqlpvad 

^iLVSs[g^L^GOTsBSQLP2S? 



650 



I 



660 

•.]...- I 



CMKYRS CADCVL ARDP YCAWS VIITS RCVAVG 
CMKYRSCADCVLARDPYCAWSTOTSRCVAVG 
CMKY R S C A D C VL AR D ? YCAV7 S TOT 3 R C V AVG 
CuKYRgcgDC VL ARD P YC BWjJjVNT S RCVA~ 

cmkyr s cadcvlardp ycaws vntsrcvavg 
cmkyrscadcvlardpycawsvntsrcvavg 
c^yrscSdcRlardpyc^^jTKtSScH 



670 

■\....\. 



680 



GHSGSjjjjLI 
GHSGSLLI 
GHSGSLLI 
GgSGSaLg 
GHSGSLLI 
GHSGSLLI 



690 



700 



gATTXAgRgjAQg 

710 720 




760 



JL 



770 



700 



I 



790 



800 



PRHAGAYHCFSEEQGARLAAEGYLVAWAGP 
PR EAG A YH C F S E EQ G A RL AAEG YLVAWAG? 
PRHAGAYHCFSEEQGARLAAEGYLVAWAGP 
RKgGljYgcQSEEQGSRLAAEg YLVAWAG~ 
PRHAGAYHCFSEEQGARLAAEGYLVAWAGP 
PRHAGAYHCFSEEQGAR LAAEG YLVAWAGP 



810 



JS&TjjjRPATPAPAPKAPA 

820 830 840 




eelekgakatertlvyplelpkeptsppfrpcpepdeklw 
eelekgakatertlvyplelpkeptsppfrpcpepdeklw 
eelekgakatertlvyplelpkeptsppfrpcpepdeklw 
eelekgaka^ertlvyplelpkep^Jsppfrp^peJdeklvj 
eelekgakatertlvyplelpkeptsppfrpcpepdeklw 



69 



gi 1 8923346 | 
gi|l3633937| 



2 BLEKG AKAT ERTLVY?LELPKEPTSPPFRPCP EFDEKLV 



M0L5a 


MOLSb 


gi 


12698023] 


gi 


8134699) 


gi 


13637386| 


gi 


8923346) 


gi 


13633937 | 


MOL5a 


MOL5b 


gi 


12698023 | 


gi 


8134699) 


gi 


13637386) 


gi 


8923346) 


gi 


13633937 | 



MOLSa 
MOLSb 



gi 
gi 
gi 
gi 
gi 



12698023 | 

8134699) 

13637386) 

8923346) 

13633937) 



jGRRGRRgKYSLGRASRAGGSAVQLQTVSGQJ 
890 BOO 910 



3D 
920 



960 




MOL5b and MOL5c share close homology to each other and therefore to other 
proteins as is shown in the BLAST alignment in Table 5 J. 

Table 5J. BLAST alignment between MOLSb and MOL5c 

10 20 30 40 SO 

....|....|....|....|....|....|....|....|....|....| 

MOLSb - 

MOL5c TGCTGCGGGCCCCTCTGGTTT6CTTTCTCTGGCTGTGATTTCTGACCATG 



60 70 
....|....|....|.. -.)... 

MOLSb 

MOL5c TCTTTTC(X?rCAGCAGGACAGCTGG< 



80 



90 



100 



110 



120 



130 



140 



150 



MOLSb 
MOL5C 



3CCATGGCCCCACACTGGGCTGTCTGGCTGCTGGCAGCAAGGCTGTGGGG 
3CCATGGCCCCACACTGGGCTGTCTGGCTGCTGGCAGCAAGGCTGTGGGG 



MOL5b g 
M0L5C 



160 



170 



180 



190 

-I I- 



200 
111 



CTGGGCATTGGGGCTGAGGTGTGGTGGAACCTTGTGCCGCGTAAGACAG 
'CTGGGCATTGGGGCTGAGGTGTGGTCGAACCTTGTGCCGCGTAAGACAG 



210 
. . I - . 



220 



230 



240 



250 



MOLSb 
MOLSc 



MOLSb 



rGTCTTCTGGGGAGCTGGCCACGGTAGTACGGCGGTTCTCCCAGACCGGC 
TGTCTTCTGGGGAGCTGGCCACGGTAGTACGGCGGTTCTCCCAGACCGGC 



I 



260 



I 



270 



280 



290 
\. ...].. 



ATCCAGGACTTCCTGACACTGACGCTGACGGAGCCCACTGGGCTTCTGT. 



300 

i 



70 



WO 02/06339 



PCT/US01/21249 



10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



60 



65 



70 



ATCCAGGACTTCCTQACACTGACGCTGACGGAGCCCACTGGGCTTCTGTA 



CGTGGGCGCCAGGGACCATGCCTCTGCACTGGGCGTCCCTGTGTTGCTGC 
CGTGGGCGCCAGGGACCATGCCTCTGCACTGGGCGTCCCTGTGTTGCTGC 



TGCAGGCTGTGATCTCCTGGGAGGCCCCCGTGGAGAAGAAGACTGAGTGT 
TGCAGGCTGXGATCTCCTGGGAGGCCCCCGTGGAGAAGAAGACTGAGTGT 



ATCCAGAAAGGGAAGAACAACCAGACCGAGTGCTTCAACTTCATCCGCTT 
ATCCAGAAAGGGAAGAACAACCAGACCGAGTGCTTCAACTTCATCCGCTT 



CCTGCAGCCCTACAATGCCTCCCACCTGTACGTCTGTGGCACCTACGCCT 
CCTGCAGCCCTACAATGCCTCCCACCTGTACGTCTGTGGCACCTACGCC1 



TCCAGCCCAAGTGCACCTACGTCAAGATGCTCACCTTCACTTTGGAGCAT 
TCCAGCCCAAGTGCACCTACGTCAACATGCTCACCTTCACTTTGGAGCAT 



GGAGAGTTTGAAGATGGGAAGGGCAAGTGTCCCTATGACCCAGCTAAGGG 
GGAGAGTTTGAAGATGGGAAGGGCAAGTGTCCCTATGACCCAGCTAAGGG 



CCATGCTGGCCTTCTTGTGGATGGTGAGCTGTACTCGGCCACACTCAACA 
CCATGCTGGCCTTCTTGTGGATGGTGAGCTGTACTCGGCCACACTCAACA 



ACTTCCTGGGCACGGAACCCATTATCCTGCGTAACATGGGGCCCCACCAC 
ACTTCCTGGGCACGGAACCCATTATCCTGCGTAACATGGGGCCCCACCAC 



TCCATGAAGACAGAGTACCTGGCCrTTTGGCTCAACGAACCTCACTTTGT 
TCCATGAAGACAGAGTACCTGGCCTTTTGGCTCAACGAACCTCACTTTGT 



GGCTCTGCCTATGTACCTGAGAGTGTGGGCAGCTTCACGGGGGACGACG 
AGGCTCTGCCTATGTACCTGAGAGTGTGGGCAGCTTCACGGGGGACGACG 



ACAAGGTCTACTTCTTCTTCAGGGAGCGGGCAGTGGAGTCCGACTGCTAT 
ACAAGGTCTACTTCTTCTTCAGGGAGCGGGCAGTGGAGTCCGACTGCTAT 



GCCGAGCAGGTGGTGGCTCGTGTGGCCCGTGTCTGCAAGGGCGATATGGG 
GCCGAGCAGGTGGTGGCTCGTGTGGCCCGTGTCTGCAAGGGCGATATGGG 



GGGCGCACGGACCCTGCAGAGGAAGTGGACCACGTTCCTGAAGGCGCGGC 
GGGCGCACGGACCCTGCAGAGGAAGTGGACCACGTTCCTGAAGGCGCGGC 



TGGCATGCTCTGCCCCGJ\ACTGGCAGCTCTACTTCAACCAGCTGCAGGCG 



MOL5c 

310 320 330 340 350 

— — . ... | .... | .... | . | .... | 

MOLSb 

MOLSc _ 

350 370 380 390 400 
| | | 1 | . . | _ | 

MOLSb 

MOLSc 

410 420 430 440 450 

— I — | — | — l — i — [_. ... I .... I .... I .... I 

MOLSb 

MOLSc 

460 470 480 490 500 

. |_. ... 1 .... I .... I .... I .... I .... I .... I 

MOLSb 

MOLSc 

510 520 530 540 550 

......... ....... .... | .... | .... | 

MOLSb ~' - 

MOLSc _____ 

560 570 580 590 600 
1 1 1 | | |.. 

MOLSb 

MOLSC 

610 620 630 640 650 
1 | | | 1 | | | | | 

MOLSb 

MOLSc 

660 670 680 690 700 
| I | | | | | | | | 

MOLSb 

MOLSc 

710 720 730 740 750 
1 | | 1 | 1 | 1 | _ . | 

MOLSb 

MOLSC 

760 770 780 790 800 

. . . . 1 | 1 | 1 | 1 | 1 1 

MOLSb ES~ 
MOLSC ___ 

810 820 830 840 850 

MOLSb 

MOLSc 

860 870 880 890 900 

MOLSb 

MOLSc _______ 

910 920 930 940 950 
| | | 1 | | 1 | | | 

MOLSb 

MOLSc 

960 970 980 990 1000 

1 | | 1 1 [ . | .... | .... | .... | 

MOLSb 
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MOL5C 



TGGCATGCTCTGCCCCGAACTGGCAGCTCTACTTCAACCAGCTGCAGGCG 
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65 



70 



1010 1020 1030 1040 1050 
. 1 t 1 1 

MOLSb 

MOL5C 
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MOLSb 
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MOLSc 
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MOLSc ______ 
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MOLSb 

MOLSc 

1310 1320 1330 1340 1350 
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MOLSb 

MOLSc _________ 
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MOLSC 
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ATGCACACCCTGCAGGACACC-CCTGGCACAACACCACCT-CTTTGGGGT 
ATGCACACCCTGCAGGACACCTCCTGGCACAACACCACCTTCTTTG3GGT 



TTTTCAAGCACAGTGGGGTGACATGTACCTGTCGGCCATCTGTGAGTACC 
T TT T C AAG CACAGTGGGGT G AC AT GT AC CTGTCGGC C ATCT GT G AGT AC C 



AGTTGGAAGAGATCCAGCGGGTGTTTGAGGGCCCCTATAAGGAGTACCAT 
AGTTGGAAGAGATCCAGCGGGTGTTTGAGGGCCCCTATAAGGAGTACCAT 



GAGGAAGCCCAGAAGTGGGACCGCTACACTGACCCTGTACCCAGCCCTCG 
GAGGAAGCCCAGAAGTGGGACCGCTACACTGACCCTGTACCCAGCCCTCG 



3CCTGGCTCGTGCATTAACAACTGGCATCGGCGCCACGGCTACACCAGCT 
5CCTGGCTCGTGCATTAACAACTGGCATCGGCGCCACGGCTACACCAGCT 



rCCTGGAGCTACCCGACAACATCCTCAACTTCGTCAAGAAGCACCCGCTG 
UCCTGGAGCTACCCGACAACATCCrCAACTTCGTCAAGAAGCACCCGCTG 



ATGGAGGAGCAGGTGGGGCCTCGGTGGAGCCGCCCCCTGCTCGTGAAGAA 
ATGGAGGAGCAGGTGGGGCCTCGGTGGAGCCGCCCCCTGCTCGTGAAGAA 



3GGCACCAACTTCACCCACCTGGTGGCCGACCGGGTTACAGGACTTGATG 
3GGCACCAACTTCACCCACCTGGTGGCCGACCGGGTTACAGGACTTGATG 



3AGCCACCTATACAGTGCTGTTCATTGGCACAGGAGACGGCTGGCTGCTC 
3AGCCACCTATACAGTGCTGTTCATTGGCACAGGAGACGGCTGGCTGCTC 



AAGGCTGTGAGCCTGGGGCCCTGGG1TCACCTGATTGAGGAGCTGCAGCT 
AAGGCTGTGAGCCTGGGGCCC-GGGTTCACCTGATTGAGGAGCTGCAGCT 



.TTTGACCAGGAGCCCATGAGAAGCCTGGTGCTATCTCAGAGCAAGAAGC 
GTTTGACCAGGAGCCCATGAGAAGCCTGGTGCTATCTCAGAGCAAGAAGC 



TGCTCTTTGCCGGCTCCCGCTCTCAGCTGGTGCAGCTGCCCGTGGCCGAC 
TGCTCTTTGCCGGCTCCCGCTCTCAGCTGGTGCAGCTGCCCGTGGCCGAC 



rTGCGCCTGGAGCGTCAACACCAGCCGCTGTGTGGCCGTGGGTGGCCACT 



MOLSc 



TTGCGCCTGGAGCGTCAACACCAGCCGCTGTGTGGCCGTGGGTGGCCACT 



1710 1720 1730 1740 1750 
I I I I I I 1 1 I » 

MOLSb 
MOLSc _ 

1760 1770 1780 1790 1800 
1 j | | 1 | 1 [ 1 | 

MOLSb 

MOLSc 

1810 1820 1830 1840 1850 
„ . . |-...| . „ , | | | | | I | 

M0L5b 

M0L5C 

1860 1870 1880 1890 1900 
| | | | | 1 1 1 1 | 

MOLSb 

M0L5c - — 

1910 1920 1930 1940 1950 

MOLSb 

MM»5c 

1960 1970 1980 1990 2000 

.... j. ...).. ..|....|..,.|. ...]... 

M0L5b 

MOLSc 

2010 2020 2030 2040 2050 
| | 1 | 1 1 | 1 | | 

M0L5b 

MOLSc 

2060 2070 2080 2090 2100 
1 1 | | 1 1 > | 1 1 

MOLSb 

MOLSc _ 

2110 2120 2130 2140 2150 
| | 1 | | | 1 | 

MOLSb 

MOLSc 

2160 2170 2180 2190 2200 

MOLSb 

MOLSc ___ 

2210 2220 . 2230 2240 2250 
1 | | | 1 | | | | | 

MOLSb 

MOLSc 

2260 2270 2280 2290 2300 
| | | 1 | | | 1 | | 

MOLSb 

MOLSc 

2310 2320 2330 2340 2350 

— — | — j. — l — ^1 — l — | — j 

MOLSb 

MOLSc 

2360 2370 2380 2390 2400 

MOLSb _ _ 

73 



CTGGATCTCTACTGATCCAGCATGTGATGACCTCGGACACTTCAGGCATC 
CTGGATCTCTACTGATCCAGCATGTGATGACCTCGGACACTTCAGGCATC 



TGCAACCTCCGTGGCAGTAAGAAAGTCAGGCCCACTCCCAAAAACATCAC 
TGCAACCTCCGTGGCAGTAAGAAAGTCAGGCCCACTCCCAAAAACATCAC 



GGTGGTGGCGGGCACAGACCTGGTGCTGCCCTGCCACCTCTCCTCCAACT 
GGTGGTGGCGGGCACAGACCTGGTGCTGCCCTGCCACCTCTCCTCCAACT 



TGGCCCATGCCCGCTGGACCTTTGGGGGCCGGGACCTGCCTGCGGAACAG 
TGGCCCATGCCCGCTGGACCTTTGGGGGCCGGGACCTGCCTGCGGAACAG 



CCCGGGTCCTTCCTCTACGATGCCCGGCTCCAGGCCCTGGTTGTGATGGC 
CCCGGGTCCTTCCTCTACGATGCCCGGCTCCAGGCCCTGGTTGTGATGGC 



TGCCCAGCCCCGCCATGCCGGGGCCTACCACTGCTTTTCAGAGGAGCAGG 
TGCCCAGCCCCGCCATGCCGGGGCCTACCACTGCTTTTCAGAGGAGCAGG 



3GGCGCGGCTGGCTGCTGAAGGCTACCTTGTGGCTGTCGTGGCAGGCCCG 
3GGCGCGGCTGGCTGCTGAAGGCTACCTTGTGGCTGTCGTGGCAGGCCCG 



TCGGTGACCTTGGAGGCCCGGGCCCCCCTGGAAAACCTGGGGCTGGTGTG 
TCGGTGACCTTGGAGGCCCGGGCCCCCCTGGAAAACCTGGGGCTGGTGTG 



3CTGGCGGTGGTGGCCCTGGGGGCTGTGTGCCTGGTGCTGCTGCTGCTGG 
3CTGGCGGTGGTGGCCCTGGGGGCTGTGTGCCTGGTGCTGCTGCTGCTGG 



TGCTGTCATTGCGCCGGCGGCTGCGGGAAGAGCTGGAGAAAGGGGCCAAG 
TGCTGTCATTGCGCCGGCGGCTGCGGGAAGAGCTGGAGAAAGGGGCCAAG 



GCTACTGAGAGGACCTTGGTGTACCCCCTGGAGCTGCCCAAGGAGCCCAC 
GCTACTGAGAGGACCTTGGTGTACCCCCTGGAGCTGCCCAAGGAGCCCAC 



:agtccccccttccggccctgtcctgaaccagatgagaaactttgggatc 
ragtccccccttccggccctgtcctgaaccagatgagaaactxtgggatc 



:tgtcggttactactattcagatggctcccttaagatagtacctgggcat 
:tgtcggttactactattcagatggctcccttaagatagtacctgggcat 



3CCCGGTGCCAGCCCGGTGGGGGGCCCCCTTCGCCACCTCCAGGCATCCC 



M0L5c 



iGCCCGGTGCCAGCCCGGTGGGGGGCCCCCTTCGCCACCTCCAGGCATCCq 



AGGCCAGCCTCTGCCTTCTCCAACTCGGCTTCACCTGGGGGGTGGGCGGA 
AGGCCAGCCTCTGCCTTCTCCAACTCGGC!?TCACCTGGGG3GTGGGCGGA 



ACTCAAATGCCAATGGTTACGTGCGCTTACAACTAGGAGGGGAGGACCGG 
ACTCAAATGCCAATGGTTACGTGCGCTTACAACTAGGAGGGGAGGACCGG 



ACTGCAGCAACGCCAGCCACTGCCCGACTCCAACCCCGAGGAGTCATCAG 
" CTGCAGCAACGCCAGCCACTGCCCGACTCCAACCCCGAGGAGTCATCAG 



2410 2420 2430 2440 2450 
| . . . . | . . ._J . . . -I*.-. | | I I I 

MOLSb 

MOLSc ______ _ 

2460 2470 2480 2490 2500 
■ 1.... ! . .--I I I 1 1 1 1 1 

MOLSb 

MOLSc , „ 

2510 2520 2530 2540 2550 
| | 1 1 | | | 1 | 1 

2560 2570 2580 2590 2600 

| .... | .... | . . 

MOLSb 

MOLSc a 

2610 2620 2630 2640 2650 

| | 1 l". . .) I 1 1 1 1 

MOLSb S^^^^^^^^^^^^^^^^^^^^^^S 

MOL5c ggplfp^ 

2660 2670 2680 2690 2700 

MOLSb - - - 

MOLSc CTACTTTTGCACAGGCAOCAGCTACCTCAGGGA 

2720 2720 2730 2740 2750 

....|....|....|....|....|....|....!....|....|....| 

MOLSb 

MOLSC CTCTGTCTGGGACAGATACTGCCCAGCACCCACCCGGCC^TGAGG^ 

2760 2770 2750 2790 2800 

MOLSb — 

MOLSc CTCTGOTCAGCACGGGCACTGCCACTTGGTGTGGCTCAC<1AGGGCACCAG 

2810 2820 2830 2840 2850 

....|....|....|^..|....|....|....|....|....|....| 

MOLSb - 

MOLSc CCTCGCAGAAGGCATCTTCCTCCTCTCTO 

2860 2870 2880 2890 2900 

....|....|....|....|....|....|....|....|....|....| 

MOLSb 

MDL5C CCCAGCCGCCAAAACTTTTCAAGGCAGAAGTTTCAAGATGTGTC 

2910 2920 2930 2940 2950 

....|....|....|....|....|....|....|....|....|....| 

MOLSb - - 

MOLSc TGTATTTGCACATGTGTTTGTGTGTGTGTGTATGTGTGTGTGCACGCGCG 

2960 2970 2980 2990 3000 

....|....|....|....| |....|....|....|....|....| 

MOLSb - 

MOLSc TGCGCGCTTGTGGC^TAGCCTTCCTGTTT 

3010 3020 3030 3040 3050 

....|....|....|....|....|....|....|....|....|....| 

MOLSb - 

MOL5C TGGGTCCTCCTGGTGAGTCATTGGAGCTATGAAGGGGAAGGGGTCGTATC 

3060 3070 3080 3090 3100 
...,|..'..|....|....|....|....|....|....|....|....| 
MOLSb - - 
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MOLSo ACTTTGTCTCTCCTACCCCC&CTGCCC06&GTGT06GGCA6CGAT0TACA 

3110 
....|....|.. 

5 MOLSb - 

MOL5C TATGGAGGTGGG 



As used herein, any reference to MOL5 encompasses MOL5a > MOL5b, and MOL5c, 
1 0 unless otherwise indicated. 

Table 5K and 5L list the domain descriptions from DOMAIN analysis results against 
MOL5. The region from amino acid residue 66 through 487 (SEQ ID NO: 14) most probably 
(E = 3e~ 125 ) contains a Sema domain found in Semaphorins, described above under MOM, and 
aligned here in Table 5K. The region from amino acid residue 562 through 627 (SEQ ID 
15 NO: 14) most probably (E = le" 4 ) also contains a Sema domain found in Semaphorins, aligned 
here in Table 5L. This indicates that the MOL5 sequence has properties similar to those of 
other proteins known to contain this domain. 



20 



25 



30 



35 



Table 5K- Domain Analysis of MOL5 

gnl 1 Pfam|pf am01403 , Sema, Sema domain. 

CD-Length «= 431 residues, 97.0% aligned 

Score = 442 bits (1137), Expect = 3e-125 



MOL5_l 

Pfam|pfam01403 



MOL5_l I 
P£am|pfam01403 



MOL5_l 

Pfam|pfara01403 



MOL5_l 

Pfam|pfam01403 




40 



MOLS_l 

Pfara|pfara01403 



210 



220 




230 240 250 



45 



50 



55 



260 



270 



280 



290 



300 



MOL5_l 

Pfam|pfam01403 



MOL5_l 

Pfam|pfam01403 



MOIiS 1 
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Pfam|pfam01403 GPN-sSjLPBRGFE^SBBfiPBg g§G £0 

410 420 430 ^ 440 ^ 450 

460 470 ^^4 ^^^ ^^O ^^^^ 0 



MOIi5_l 

Pfam|pfam01403 



(SEQ ID NO: 97) 



Table 5L. Domain Analysis of MOL5 

qnl I Smart I smart00409 , IG, Immunoglobulin 
CD-Length = 86 residues, only 79.1% aligned 
Score = 42.0 bits (97), Expect = le-04 



MOIj5_5 

Smart) sraart00409 



MOIi5_5 

Smart I smart00409 




60 70 80 

QPG-@FLYDA-- 




110 



MOL5_5 L^EGYIi 1 
Smart | smart00409 S@3SASS 




(SEQ ID KO:98) 



100 




The protein similarity information, expression pattern, cellular localization, and map 
location for M0L5 suggest that this Semaphorin 4C-like protein may have important structural 
and/or physiological functions characteristic of the Semaphorin family. These functions 
include growth cone guidance, axonal pathfindin, and embryonic development. Therefore, the 
MOL5 nucleic acids and proteins are useful in potential diagnostic and therapeutic 
applications and as a research tool. These include serving as a specific or selective nucleic acid 
or protein diagnostic and/or prognostic marker, wherein the presence or amount of the nucleic 
acid or the protein are to be assessed. These also include potential therapeutic applications 
such as the following: (i) a protein therapeutic, (ii) a small molecule drug target, (hi) an 
antibody target (therapeutic, diagnostic, drug targeting/cytotoxic antibody), (iv) a nucleic acid 
useful in gene therapy (gene delivery/gene ablation), (v) an agent promoting tissue 
regeneration in vitro and in vivo, and (vi) a biological defense weapon. 

The MOL5 nucleic acids and proteins have applications in the diagnosis and/or 
treatment of various diseases and disorders. For example, the compositions of the present 
invention will have efficacy for the treatment of patients suffering from: Rheumatoid arthritis 
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(RA), CNS disorders, Alzheimer, Down syndrome, Schizophrenia, Parkinsons diseases as well 
as other diseases, disorders and conditions. 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL5 substances for use in therapeutic or diagnostic methods. These 
5 antibodies may be generated according to methods known in the art, using prediction from 
hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL5 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL5 epitope is from about amino acids 30 
to 70. In another embodiment, a MOL5 epitope is from about amino acids 100 to 150. In 
10 additional embodiments, MOL5 epitopes are from about amino acids 175 to 200, 220 to 450, 
550 to 575, 590 to 610, and from about amino acids 675 to 850. These novel proteins can also 
be used to develop assay systems for functional analysis. 



MOL6 

1 5 The disclosed novel kappa casein precursor -like MOL6 nucleic acid of 603 

nucleotides (also referred to as GMAC060288_A) is shown in Table 6A. An open reading 
begins with an ATG initiation codon at nucleotides 3 1-33 and ends with a TAA codon at 
nucleotides 574-576. A putative untranslated region upstream from the initiation codon and 
downstream from the termination codon are underlined in Table 6A, and the start and stop 

20 codons are in bold letters. 



Table 6A. MOL6 Nucleotide Sequence (SEQ ED NO:19) 

TTTTTTTTAAATTTATCTTTAGGTGCAATAATGAA.GAGTTTT CTT CTAGTTGTCAATGC C CTGG CATT AACCCTG 

CCTTTTTTGCTAGTGGAGGTTCAAAAC 

AAAACGTTCA.CATATGTCCCAATGTATTATGTC 

AGACCAGCTATAGCATTAAATAATC^TATGGGCTT 

GCCCAAATTCCTCAGCGGCAATACCTGCCAAATAGCCA^ 

TTTATTGCAATCCCCCCAAAGAAAATTCAGGA 

CCTACACCAGCTCCTGCCACTGAACCAACGGTG^ 

ACGAGCACCCCTGAGACAACCAjCAGTTC 

CAC 



The MOL6 protein encoded by SEQ ID NO:20 has 181 amino acid residues, and is 
presented using the one-letter code in Table 6B (SEQ ID NO:20). The Psort profile for MOL6 
25 predicts that this sequence has a signal peptide and is likely to be localized outside the cell 

with a certainty of 0.8200. The most likely cleavage site for a peptide is between amino acids 
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24 and 25: VQN-QK based on the SignalP result. The molecular weight of the MOL6 protein 
is 20424.3 Daltons. 



Table 6B. Encoded MOL6 protein sequence (SEQ ID NO:20). 



MKSFLLVWALMaTLPFLLVEVQNQKQPACHENDERPFYQKTFl^MYYVQNSYLYYGPNLYKRRPAIAl^QyG 
LRTYYATQAVVRAHAQ I PQRQYIiPNSHHTWRRPNTjHPSF IAI PPKKIQDKI I IPTINTIATVEPTPAPATEPTVD 
SVITPEAFSESIITSTPETTTVAVTPPTA 



5 The disclosed nucleic acid sequence has 566 of 586 bases (96 %) identical to a Homo 

sapiens kappa casein precursor mRNA (GENBANK-ED: ACC: 129004) (E value = 9.8e- 116 ). 

The full amino acid sequence of MOL6 was found to have 165 of 182 amino acid 
residues (90%) identical to, and 168 of 182 residues (92%) positive with, the 182 amino acid 
residue kappa casein precursor protein from Homo sapiens (ptnn SWISSPROT-ACC:P07498) 

10 (E value = 3.0e- 83 ), 165 of 182 amino acid residues (90%) identical to, and 168 of 182 residues 
(92%) positive with patp:AAR39351 Recombinant human kappa casein - Homo sapiens 
having 182 aa (E value = 3.0e- 83 ), and 165 of 182 amino acid residues (90%) identical to, and 
168 of 1 82 residues (92%) positive with patp:AAR92150 Human milk kappa-casein having 
182 amino acids (E value = 3.0e- ). 

15 The global sequence homology (as defined by FASTA alignment with the foil length 

sequence of this protein) is 92.265 % amino acid homology and 91.160% amino acid identity. 
In addition, this protein contains the following protein domains (as defined by Interpro) at the 
indicated nucleotide positions: caseinkappa (IPR000117) at amino acid positions 1 to 181. 
The foil amino acid sequence of MOL6 was found to have homology with several 

20 proteins, including those disclosed in the BLASTP data in Table 6C. 



Table 6C. BLAST results for MOL6 



Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


gi| 1705606 |sp|P0749 
8 | CASK_HUMAN 


KAPPA CASEIN 
PRECURSOR 


182 


154/171 
(90%) 


157/171 
(91%) 


3e-59 


gi|488516l|ref |NPJ) 
05203. l| 


casein, kappa 
(Homo sapiens] 


182 


153/171 
(89%) 


156/171 
(90%) 


9e-59 


gi| 186655 |gb|AAA594 
56. l| 


kappa- casein 
[Homo sapiens] 


182 


153/171 
(89%) 


156/171 
(90%) 


6e-55 


gi|l3633560|ref |XP_ 
003538. 3| 


casein, kappa 
[Homo sapiens] 


182 


144/171 
(84%) 


147/171 
(85%) 


3e-54 


gi| 2493502 |sp|P79l3 
9 1 CASK CAMDR 


KAPPA CASEIN 
PRECURSOR 


182 


102/178 
(57%) 


118/178 
(65%) 


2e-31 
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This information is presented graphically in the multiple sequence alignment given in 
Table 6D (with MOL6 being shown on line 1) as a ClustalW analysis comparing MOL6 with 
related protein sequences. 

Table 6D Information for the ClustalW proteins: 



1) M0L6 (SEQ ID NO:20) 



10 



2) gi 

3) gi 

4) gi 

5) gi 

6) gi 



1705606 |sp|P074 98 |CASK_HUMAN KAPPA CASEIN PRECURSOR (SEQ ID NO: 50) 
4885161 | ref |NP_005203 . 1 | casein, kappa [Homo sapiens] (SEQ ID NO: 51) 
186655|gb]AAA59456.l| kappa-casein [Homo sapiens] (SEQ ID NO:52) 
13633560|ref |XP_003538 .3 1 casein, kappa [Homo sapiens] (SEQ ID NO:53) 
2493502|sp|P79139|CASK_CAMDR KAPPA CASEIN PRECURSOR (SEQ ID NO: 54) 



MOL6 

gi 
gi 
gi 
gi 
gi 



1705606 | 
4885161) 
186655) 
13633560 | 
2493502) 



MOL6 


gi 


1705606) 


gi 


4885161) 


gi 


186655) 


gi 


13633560| 


gi 


2493502) 



MOL6 

gi | 1705606 | 
gi | 4885161 j 
gi j 186655 | 
gi 1 13633560 | 
gi j 2493502 | 



MOL6 


gi 


1705606 | 


gi 


4885161) 


gi 


186655) 


gi 


13633560) 


gi 


2493502) 




15 



Table 6E lists the domain description from DOMAIN analysis results against MOL6. 
The region from amino acid residue 1 through 116 (SEQ ID NO:20) most probably (E = 2e" 36 ) 
contains a casein kappa domain found in Kappa casein, aligned here in Table 6E. This 
indicates that the MOL6 sequence has properties similar to those of other proteins known to 
contain this domain. 



Table 6E. Domain Analysis of MOL6 

gnl | P£am | pf am00997 , caseinjtappa , Kappa casein 
CD-Length = 181 residues, only 64.6% aligned 
Score = 145 bits (366), Expect = 2e-36 



10 



20 



30 



40 



50 
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MOLS 

Pfam|p£am00997 



M0L6 

Pfam|pfam00997 



MOLS 

Pfam|pfam00997 



MOLS 

Pfara|p£am00997 




The above defined information for MOL6 suggests that this kappa casein precursor- 
like protein may function as a member of a "Kappa Casein Precursor family". Members of this 
family is found as a nutritional component of human milk. Therefore, the novel nucleic acids 
and proteins identified here may be useful in potential therapeutic applications implicated in 
(but not limited to) various pathologies and disorders as indicated below. The potential 
therapeutic applications for MOL6 include, but are not limited to: protein therapeutic, small 
molecule drug target, antibody target (therapeutic, diagnostic, drug targetmg/cytotoxic 
antibody), diagnostic and/or prognostic marker, kappa casein precursor therapy (kappa casein 
precursor delivery/kappa casein precursor ablation), research tools, tissue reKappa Casein 
Precursor ration in vivo and in vitro of all tissues and cell types composing (but not limited to) 
those defined here. 

The MOL6 nucleic acids and proteins are useful in potential therapeutic applications 
implicated in nutritional deficiencies. It is used as a nutrient supplement in milk based 
products to provide a substantial improvement of the nutritional and biological value of the 
formulae, making it closer in similarity to human milk. Kappa casein can also be used as a 
pharmaceutical and/or other pathologies and disorders. For example, a cDNA encoding the 
kappa casein precursor-like protein may be useful in kappa casein precursor therapy, and the 
kappa casein precursor-like protein may be useful when administered to a subject in need 
thereof. By way of nonlimiting example, the compositions of the present invention will have 
efficacy for treatment of patients suffering from nutritional deficiencies. MOL6, or fragments 
thereof, may further be useful in diagnostic applications, wherein the presence or amount of 
the nucleic acid or the protein are to be assessed 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL6 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 
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hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL6 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL6 epitope is from about amino acids 30 
to 125. In another embodiment, a MOL6 epitope is from about amino acids 140 to 160. These 
novel proteins can also be used to develop assay systems for functional analysis. 



MOL7 

A novel nucleic acid encoding a human Rh type B glycoprotein -like-protein MOL7 
was identified by TblastN using CuraGen Corporation's sequence file for MOL7 probes or 
homologs, and run against the Genomic Daily Files made available by GenBank. The 
disclosed novel MOL7 nucleic acid of 1765 nucleotides (also referred to as AF 193 808 A) is 
shown in Table 7 A. An open reading frame begins with an ATG initiation codon at 
nucleotides 39-41 and ends with a TAA codon at nucleotides 1383-1385. A putative 
untranslated region upstream from the initiation codon and downstream from the termination 
codon are underlined in Table 7A, and the start and stop codons are in bold letters. 



Table 7A. MOL7 Nucleotide Sequence (SEQ ID NO:21) 

AAAGCCTGCGAGCGCCAGCCGAGATC<X^ 
AGCTT(XX?CTGCrreTGCCTCTTCCTCC 

ccx3acx3ctgccctctggcaccggagcaac 

acgtgcatgccatggtcttcxstgggcttt^ 

tc^ccttcctcctggccgcctttgcc 

ac^tccatgttggcgtggagagcatgatca^ 

tgggcaagaccgggcctacccagctgctgctcatg 

tccttcatctcctgggggtgagagtctggggagggattt 

gcttcaatgctgcactcacagcgctgggggctg 

gcacccttggcacctttgccot^ 

cagcgctggctggaggggttgtggtggggacctcaagtgaa^ 

tcttggctgggactgtctccacgctggggtaciaagttcttc^ 

catgtggagtccacaacctccatgggatgccx3ggggtcct 

cccatgaagcttacggagatgggctggagagtgtgt^ 

CCATGCACGAGCTCTTCGGGCTGTTTGTCACACTGATGTTTGCCTCT 

TGAAGCTACCCTTTCTGGACTCCCCCCCCGACTCC^ 

AGCATGAGGATAAAGCCCAG^ACCTCTGAGGGTGGAGGAGGCAGACAOT 

AGGACACGCTCCTTTTCGAAGATGCTGACTGGCTGCT 

GAAGGGAGCCATGAGC(^GAAGGAGGCCCCTTTCCACAGGCAGCGTCTCC^ 

AAATGGTGGGGAGTGGGGCCGTAAGTGGGTACAATAGGGGGAACCTCACCAGAT 

CTGCACATGGGTAGAAGAGGCCAAATTGAGGCACCCAAGTGATCCACTGGCC^ 

CAAGCCAGGCCTGGTTGAGGGTGATAAACGCCACTGTCTTTAAGGAAAA 



The MOL7 protein encoded by SEQ ID NO:21 has 448 amino acid residues, and is 
presented using the one-letter code in Table 7B (SEQ ID NO:22). The SigoalP, Psort and/or 
Hydropathy profile for MOL7 predict that MOL7 has a signal peptide and is likely to be 
localized at the plasma membrane with a certainty of 0. 6400. The SignalP shows a signal 
sequence is coded for with the most likely cleavage site being between amino acids 27 .and 28: 
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ATA-VL. This is typical of this type of membrane protein. The molecular weight of the 
MOL7 protein is 48304.3 Daltons. 



Table 7B. Encoded MOL7 protein sequence (SEQ ID NO:22). 

l^AGSPSRA^ 

HAMVFVGPDFLMVFLQRYGF S S VGFTFLLAAFALQW STL VQGFLHS FHGGH I HVGVE S MINAD F CAG 

AVLISFGAVLGKTGPTQLIiLMALLEVVLFGINEFVLLHLLGVRW 

YHSDLFAMIGGTIFLWIFWPSFNAALTALGAGQHRTALNTYYSIiAA^ 

VH IQNAALAGGWVGT S S EMMLTP FGALAAGFLAGTVS TTjGYKF FT P I LES KF KVQDTCGVHNXjHGM 
' PGVLGALLGVLVAGLATHEAYGDGLE 

LLKLPFIiDSPPDSQHYEDQVHWQWPGEHEDKAQRPIiRVEEADTQA 

The nucleic acid sequence of MOL7 was found to have 680 of 815 bases (83 ) identical 
to a mouse Rh type b glycoprotein mRNA (GENBANK-ID: AF193808|acc: AF193808). 

The £U11 amino acid sequence of MOL7 was found to have 363 of 448 amino acid 
residues (81%) identical to, and 399 of 448 residues (89%) positive with, the 455 amino acid 
residue mouse RH TYPE B GLYCOPROTEIN (ptnr: SPTREMBL-ACC:Q9QXP1) 

The full amino acid sequence of MOL7 was found to have homology with several 



proteins, including those disclosed in the BLASTP data in Table 7C. 



Table 7C. BLAST results for MOL7 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


gi | 9966891 |ref |NPJ> 
65140. l| 


Rh type B 
glycoprotein 
[Homo sapiens] 


458 


433/462 
(93%) 


435/462 
(93%) 


0.0 


gi| 14346006 |gb|AAKl 
5395.1 | (AY013268) 


Rh type B 
glycoprotein [Pan 
troglodytes] 


458 


429/462 
(92%) 


431/462 
(92%) 


0.0 


gi 1 14486159 |gb|AAKl 
4651.1 | (AY013261) 


Rh type B 
glycoprotein [Sus 
scrofa] 


458 


384/462 
(83%) 


409/462 
(88%) 


0.0 


gi | 10946710 |ref|NP_ 
067350.1] 


Rhesus blood 
group - as soc iat ed 
B glycoprotein; 
Rh type B 
glycoprotein [Mus 
rausculus] 


455 


362/452 
(80%) 


398/452 
(87%) 


e-177 


gi 1 14486161 |gb| AAK1 
4652. l| (AY013262) 


Rh type B 
glycoprotein 
[Oryctolagus 
cuniculus] 


458 


373/462 
(80%) 


404/462 
(86%) 


e-176 



This information is presented graphically in the multiple sequence alignment given in 
Table 7D (with MOL7 being shown on line 1) as a ClustalW analysis comparing MOL7 with 
related protein sequences. 

Table 7D Information for the ClustalW proteins: 
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1) M0L7 (SEQ ID NO: 22) 

2) gi| 9966891 |ref |NP_065140 .1 | h type B glycoprotein [Homo sapiens] (SEQ ID 
NO:55) 

3) gi|l4346006|gb|AAK15395.l| (AY013268) Rh type B glycoprotein [Pan 
troglodytes] (SEQ ID NO: 56) 

4) gi|14486159|gb|AAK14651.l| (AY013261) Rh type B glycoprotein [Sus scrofa] 
(SEQ ID NO: 57) 

5) gi | 10946710 | ref|NP_067350.l| Rhesus blood group- associated B glycoprotein 
Rh type B glycoprotein [Mus mus cuius] (SEQ ID NO: 58) 

6) gi| 14486161 |gb|AAK14652.l| (AY013262) Rh type B glycoprotein (Oryctolagus 
cuniculus] (SEQ ID NO: 59) 



MOL7 



9i 

gi 

gi 
gi 
gi 



9966891 J 
14346006 
14486X59 
10946710 
14486161 



MOL7 



gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 


M0L7 


gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 


MOL7 


gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 


MOL7 


gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 


MOL7 


gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 


MOL7 


gi 


9966891) 


gi 


14346006 


gi 


14486159 


gi 


10946710 


gi 


14486161 




110 



120 



.1. 



130 



140 



I 



150 



LQWSTLVQGFLKS FHGGH I KVGVE SH I NADFCAGAVL I S FGAVLGKTG?. 
LQWSTLVQGFLH5 FHGGH I KVGVE S M I MAD F C AG A VL I S FGAVLG KTG ?j 
LQV1 ST LVQG FLHS FHGGKI K VGV ESMI NAD FC AG AVLI S FG AV J,G KTG PA 
tiQW ST LVQG FLHJS FHGGH I H[jGVES M I NADFCAGAVL I S FGAQLG KTG ?A 
LQV.'|TL2QGFLHSFHGGHIHVGVSSgli>JADFCAGAVL:SFGAVLGKTG?A 
LQwStLVOGFLHS FKGGHI H VgSjSsSi NADFCAGAVL I S FGAVLG KTG? A 



160 



200 




210 



220 



230 



240 



250 



LE KS ICHRQGS VYH SDL F AM I G 
YRPQLEKSKHP.QGSVYHSDLFAMIG 
YRPQLEKSKKRQGSVYHSDLFAMIG 
YRPQLEK 3 KKRQS S VYHS DLF AM I G 
YR^QLE KS 3h RQgS VY^S D L FAM I G 
yRpjSLEKSffiHRQGSVYHSDLFAMIG 




260 



270 



280 



290 



300 




310 



320 



330 



340 



350 



emmltpfgalaagflagtvstlgykfftpileskfkwqdtcgvhnlhgmp 
em[>lltpfgaiaagflagtvstlgykfftpileskfkgqdtcgvhnlhgm? 
ehmltpfgal^gflagtvstlgykff^pileskfkSqdtcgvhwlhgh? 
emmltpfgalaagflagtvstlg5kfftpileskfk|qdtcgvhj^lhgm? 
emmltpfgalaagflagtvstlgyicfftpiles^ficSqdtcgvhnlhgmp 
smmltpfgalaagelagbgstlgykfftpileskgkbqdtcgvhwlhgm? 
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MOL7 



gi 
gi 
gi 
gi 



9966891) 
14346006) 
14486159 
10946710) 
14486161 



MOL7 




gi 


9966891) 


gi 


14346006 




gi 


14486159 




gi 


10946710 




gi 


14486161 




MOL7 


gi 


99668911 


gi 


14346006 




gi 


14486159 




gi 


10946710 




gi 


14486161 





Table 7E lists the domain description from DOMAIN analysis results against MOL7. 
The region from amino acid residue 25 through 336 (SEQ ID NO:22) most probably (E = le" 
33 ) contains an ammonium transporter domain found in Ammonium transporters, aligned here 
in Table 7E. This indicates that the MOL7 sequence has properties similar to those of other 
proteins known to contain this domain. 



Table 7E. Domain Analysis of MOL7 

gnl | Pf ami pf am00909 , Aramonium_transp, Ammonium Transporter Family 
CD-Length = 395 residues, only 78.7% aligned 

Score = 137 bits (34S) , Expect = le-33 



MOL7 

Pfam|p£am00909 



MOL7 

P£am|pfainO0909 



MOL7 

Pfam|pfara00909 



M0L7 




160 

3-VVLFGINEEfra- 



Pfam|pfam00909 §-GGWLAKLGVj^ D: 

210 220 



MOL7 

Pfam|pfara0O909 



IKSKH 
PRLG 



M0Ij7 

pfam|pfain0O909 -- 




310 320 

.|....|....|....|.. 



330 340 
..|....|....|.. 



3S0 
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MOL7 jtfcflSSB^^ FTPILESgFK^BrC 

Pfam|pfam00909 Cd-HP^C< iA^ j)KjtB ^ I lBl&Sv^gv|!^jgj LKE B lg SdSP l 

360 370 3B0 390 400 




TaqMan Data 

Example 2 shows a TaqMan expression profile in 41 normal human tissues and 55 
human cancer cell lines. The MOL7 gene is expressed in normal tissues, specifically lung, 
colon, small intestine, and prostate, and is lost in cancer cell lines. 

Example 2 also shows replicate TaqMan expression results in tumor tissues that are 
often matched with normal adjacent tissue (NAT), as defined by the operating surgeon. The 
results reveal that the MOL7 human Rh type B glycoprotein is overexpressed in kidney 
tumors compared with their NAT and normal tissues. 

Chromosomal localization: 

This gene belongs to genomic DNA GenBank AL139130 which maps to chromosome 

1. 

Tissue expression: 

MOL7 has been found to be expressed in Renal clear cell carcinoma by EST analysis. 
Genbank EST AI310325 has 100% identity with novel Rh type B glycoprotein and was 
obtained from 2 pooled tumors (clear cell type). Kidney, AI925934 has 100% identity with 
novel Rh type B glycoprotein and was obtained from Kidney. Fetal spleen R83833 and 
AI022447 have 96% identity to novel Rh type B glycoprotein and were obtained from Fetal 
spleen. The tissue expression profile of was also determined by TaqMan- 

Uses of the Compositions of the Invention 

The expression pattern, map location and protein similarity information for the MOL7 
suggest that this gene may function as "an Rh family" member. Therefore, the MOL7 nucleic 
acids and proteins are useful in potential therapeutic applications implicated in various 
pathologies /disorders described and/or other pathologies/disorders 
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Potential therapeutic uses for M0L7 include: Protein therapeutic, Small molecule drug 
target, Antibody target (Therapeutic, Diagnostic, Drug targetmg/Cytotoxic antibody), 
Diagnostic and/or prognostic marker, Gene therapy (gene delivery/gene ablation), Research 
tools, Tissue regeneration in vitro and in vivo (regeneration for all these tissues and cell types 
5 composing these tissues and cell types derived from these tissues) 

The MOL7 nucleic acids and proteins are useful in potential therapeutic applications 
implicated in various names of pathologies/disorders described below and/or other pathologies 
disorders. For example, a cDNA encoding the RH TYPE B GLYCOPROTEIN -like protein 
may be useful in gene therapy, and the RH TYPE B GLYCOPROTEIN-like protein may be 

10 useful when administered to a subject in need thereof. By way of nonlimiting example, the 
compositions of the present invention will have efficacy for treatment of patients suffering 
from the pathologies described above. The novel nucleic acid encoding MOL7, or fragments 
thereof, may further be useful in diagnostic applications, wherein the presence or amount of 
the nucleic acid or the protein are to be assessed. 

1 5 These materials are further useful in the generation of antibodies that bind immuno- 

specifically to the novel MOL7 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 
hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL7 protein has multiple hydrophilic regions, each of which can be used as an 

20 immunogen. In one embodiment, a contemplated MOL7 epitope is from about amino acids 40 
to 80, In another embodiment, a MOL7 epitope is from about amino acids 160 to 190. In 
additional embodiments, MOL7 epitopes are from about amino acids 175 to 225, 235 to 250, 
325 to 345, 360 to 380, and from about amino acids 400 to 450. These novel proteins can also 
be used to develop assay systems for functional analysis. 

25 

MOL8 

A novel human Noelin-2-like nucleic acid was identified by TblastN using CuraGen 
Corporation's sequence file. The disclosed novel MOL8 nucleic acid of 1399 nucleotides (also 
referred to as SC84366578_A) is shown in Table 8A. An open reading frame begins with an 
30 ATG initiation codon at nucleotides 14-16 and ends with a TAG codon at nucleotides 1391- 
1393. A putative untranslated region downstream from the termination codon are underlined 
in Table 8A, and the start and stop codons are in bold letters. 
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Table 8A. MOL8 Nucleotide Sequence (SEQ ID NO:23) 

TGTTTTACTTGAAATGCTACAAACCAACACTCTTTTTATCCTAAAACAGGAGTCTG 
TTTCCTCAGACT CAGATTAGTCCTAAAGAAGGGTGGGAGGTGTACAGCTCAGCT 
TTTGCACAGTTGTTGCTCCAGAACAAAACCTC 
AAAGGTACAGAACATGTCCCAGTCTATTGAAGTCTTAAACT^ 
ATGGAAACCCAAATGAAAGGGCTGAAGGCAAAATTTCXX^ 

ATTTTCAGCAGGAGTTGAAAGAGAAAATGGACGAGCTCCTGCCTTTGATCCCCGTG^ 

TGCTAAGTTCATCACCCAGTTCAAGGAGGAAATAAGGAATCTGTCTGCTGTCCT 

GGTGCCTATGACTACGAGGAACTACACCAAAGAGTGCTGA 

TATGTGGCAAACTGATGAAAATCACAGGCCCAGTTACAG 

AGACCCTTTAGCATCTGAGAAAAACAACAGAGTATGGTAC^TG 

TACAAATCAArTGCAGACTTTGTCAGTGGGGOTGAATCAAGGAC^ 

ACCATGTTGTCTACAATGGCTC^CTCTATTTTAACAAGTATCAGAGTAATA 

GGGGAGAGTGCTTGCCCAACGAAGCCTGGAGTATC 

TCTGACATCGACCTTAATGGCTGATGAAATCGGGCTGTGGGCTGTGTATGCAACT 
TCATCAGCCAACTTAACCAAGATACCTTGG 

GGAATCTTTCATGATCTGTGGGACACrGTATGTCACCAACTCCCACT 

TCCACCAAAAC CTCCACATATGAGTACACAGACATTCC CTTCCATAACCAATACTTTCACATATCCATGCTTGACT 

ACAATGCAAGAGATCGAGCTCTCTATGCCTGGAAC^ 

CATCAAQACAGAGGATGACACATAQGCAAAT 



The MOL8 protein encoded by SEQ ID NO:23 has 459 amino acid residues, and is 
presented using the one-letter code in Table 8B (SEQ ID NO:24). The SignalP, Psort and/or 
Hydropathy profile for MOL8 predict that MOL8 has no signal peptide and is likely to be 
5 localized at the microbody (peroxisome) with a certainty of 0.5616. The molecular weight of 
the MOL8 protein is 53275.2 Daltons. 



Table 8B. Encoded MOL8 protein sequence (SEQ ID NO:24). 

MSQSIEVLNLRTQRDFQYVLKMETQMK^ 
TQFKEEI RNLSAVLTGIQBEI GAYDYEELTO 

SEKNl^WYMDSYTNblKIVIUSYKSIADEVSGAESRTYHL^ 1 1 KYS FDMGRVL 

AQRSLEYAGFHNVYPYTWGGFSDIDLMADE IGLWAVYATNQNAGNI VISQIiNQDTIjEVMKSWSTGYPKRSAGES FM 
IQ3TLYVTNSHLTGAKVYYS YSTKTSTYEYTDI PFHNQYBBISMLDYNARD I KTE 

DDT 



The nucleotide sequence of MOL8 has 889 of 1286 bases (69%) identical to a Gallus 
10 gallus NOELIN-2 mRNA (GENBANK-ID: AF239804). The full amino acid sequence of the 
protein of the invention was found to have 288 of 448 amino acid residues (64%) identical to, 
and 367 of 448 residues (80%) positive with, the 457 amino acid residue NOELIN-2 protein 
from Gallus gallus (Chicken) (ptnr: SPTREMBL- ACC: AAF43715), and 439 of 459 amino- 
acid residues (95%) identical to, and 442 of 459 residues (96%) positive with, the 458 amino 
15 acid residue patp:AAB74696 Human membrane associated protein MEMAP-2. 

The global sequence homology (as defined by FASTA alignment with the full length 
sequence of this protein) is 74% amino acid homology and 65% amino acid identity. In 
addition, this protein contains the following protein domain (as defined by Pfam) at the 
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indicated nucleotide positions: Olfactomedin-like domain (PF02191) at amino acid positions 
201 to 451. 

The full amino acid sequence of MOL8 was found to have homology with several 
proteins including those disclosed in the BLASTP data in Table 8C 

5 



Table 8C. BLAST results for MOL8 


Gene Index/ 
Identifier 


Protein/ Organism 


Length 
(aa) 


Identity 
(%) 


Positives 
(%) 


Expect 


gi|3024210|sp|QS260 
9|N0E1_RAT 


NOELIN PRECURSOR 

(NEURONAL 
OLFACTOMEDIN- 
REIiATED ER 
LOCALIZED 
PROTEIN) 

(PANCORTIN) 

(1B426B) 


485 


285/431 
(66%) 


355/431 
(82%) 


e-172 


gi| 13124385 |sp|Q9IA 
K4 |N0E1_CHICK 


NOELIN PRECURSOR 

(NEURONAL 
OLFACTOMEDIN- 
RBLATED ER 
LOCALIZED 
PROTEIN) 

(PANCORTIN) 


485 


284/431 
(65%) 


357/431 
(81%) 


e-171 


gi| 9506929 |ref |NP_0 
62371.1) 


olf actomedin 
related ER 
localized protein 
CMus musculus] 


485 


284/431 
(65%) 


354/431 
(81%) 


e-171 


gi | 7248902 |gb | AAF43 

715.l|AF239804_l 

(AF239804) 


NOELIN- 2 [Gallua 
gallus] 


457 


284/431 
(65%), 


357/431 
(81%) 


e-171 


gi|2143875|pir| |I73 
636 


neuronal 
olfactomedin- 
related ER 
localized protein 
- rat 


457 


285/431 
(66%) 


355/431 
(82%) 


e-171 



Homology between MOL8 and other proteins are presented graphically in the multiple 
sequence alignment given in Table 8D (with MOL8 being shown on line 1) as a ClustalW 
analysis comparing MOL8 with related protein sequences. 

10 

Table 8D. Information for the ClustalW proteins: 

1) MOL8 (SEQ ID NO: 24) 

2) gi|3024210|sp|Q62609|NOEl_RAT NOELIN PRECURSOR (NEURONAL OLFACTOMEDIN- 
RELATED ER LOCALIZED PROTEIN) (PANCORTIN) (1B426B) (SEQ ID NO: 60) 

15 3) gi 1 131243 85 | sp | Q9IAK4 | NOEl_CHICK NOELIN PRECURSOR (NEURONAL OLFACTOMEDIN- 

RELATED ER LOCALIZED PROTEIN) (PANCORTIN) (SEQ ID NO: 61) 

4) gi|9506929|ref |NP_062371 . 1 | olf actomedin related ER localized protein [Mus 
musculus] (SEQ ID NO: 62) 

5) gi|7248902|gb|AAF43715.l|AF239804_l (AF239804) NOELIN-2 [Gallus gallus] 
20 (SEQ ID NO: 63) 

6) gi | 2143875 |pir | | 173636 neuronal olf actomedin- related ER localized protein 
- rat (SEQ ID NO:64) 



10 20 30 40 50 

88 



WO 02/06339 



PCT7US01/21249 



MOL8 


gi 


3024210 | 


gi 


131243851 


gi 


9506929 




gi 


7248902 




gi 


2143875 





'ESVFYVjS- 



M0L8 

gi 3024210 | 
gi 13124385 
gi 9506929 
gi 7248902 
gi 2143875 



M0L8 



gi 
gi 
gi 
gi 
gi 



30242101 

13124385) 

9506929) 

7248902) 

2143875 



M0L8 


gi 


3024210) 


gi 


13124385 


gi 


9506929 


gi 


7248902 


gi 


2143875 


M0L8 


gi 


3024210) 


gi 


13124385 


gi 


9506929 


gi 


7248902 


gi 


2143875 



M0L8 


gi 


3024210) 


gi 


13124385 


gi 


9506929 


gi 


7248902 


gi 


2143875 


M0L8 


gi 


3024210) 


gi 


13124385 


gi 


9506929 


gi 


7248902 


gi 


2143875 



M0L8 

gi 
gi 
gi 
gi 
gi 



3024210) 
13124385 | 
9506929) 
7248902 j 
2143875 I 




---LWFP 

aQTLPSLVGLNTTRLSAASGGTLDRS^G 
3 QTL PS LVGLNTTKLTAASGGTLDRS S 
ISQTLPSIiVGLNTTRLSAASGGTLDRS G 
-—El Q 
EL^Q 

100 




110 120 130 140 150 
,1 | | | 1 1 | |.. 



VONMS OS 1 3 VL'wRTORDtaOYVB'KMEBOM KGLj^KFfaOH Et7f»)3 Kiffliff 
VQNHSQSI2VLDRRTQRDLQW2KHEWQMKGLE3Kf|qVEESHKQHLARQ 

vq^sqsievldrrtqwjlqyveknienqmSgleskfSqveeshkqhlarq 
vqm m sqs i e vldp.rtq rdlq yv s kmenqm kgle j|j(i<fgq ve eshkqh l arq 
vqnmsq s i evldrrtqrd lq yvekmenqmjjjgl e s kfgqvee s hkqhlarq 
vqn msqs i e vldrrt q p. dlq yv e kmenqmkgl e s kf§qve f. 5 kkqhlarq 



160 



170 



180 



190 



200 



250 




300 



I. 



310 
• . I . . 



320 



330 



). 



340 



350 



I 



GTjSWYNGSgYFNKgQSgjl II^Saalg^T^RSLaYAGg^wSYgYyyJ 

GTGQ WYNG SIYFNXgQSHIIIRFDLKTETILKTRS LD YAG YNrI MYH YAW 
GTGQWYNG S I YFN KQQS H I 1 1 RFDLKTET I L KT R S LD Y AG YM M MYH YAW 
G'I'G QW YNG S I Y FN KjjQS H 1 1 1 R F D L KTsJJ I LKTRS LD Y AG Y1JII MYH YAVJ 
GTGQWYNG S I Y FNkSqSH III RFDLKTET I LKTRS LD YAG YNHHYH YAVJ 
GTGQWYNGS I Y FNkBq SHIII RFDLKTE T I LKTRS LDYAGYMNMYHYAVi 



360 



370 



380 



390 



400 



M0L8 


gi 


3024210) 


gi 


13124385 | 


gi 


9506929 




gi 


7248902 




gi 


2143875 






89 



SM L 3 YK r- KDRAL Y--/v*I THG KQ « L YNVTL FHV I R 3 DS L& 
S MID Y>7 P KDKAL Y A^n-HCG HQ M L YIJVTLFH V I RSD 21 j 
S MLD YX PKD RALYAVJI r "GK CyLYKVT LFH VI RSD E 1 1 

SMLDYK p kdralyavjm;gkcolyxvtlfh\' IRSDEI B 

SHLDYKPKDRAIjYAVJimGHCtjLYMVTLPHVIRSDELg 



M0L8 

gi 

gi 
gi 
gi 



3024210 | 
13124385) 
9506929 | 
7248902) 
2143875 



Table 8E lists the domain description from DOMAIN analysis results against MOL8. 
The region from amino acid residue 201 through 457 (SEQ ID NO:24) most probably (E = 4e~ 
85 ) contains a Olfactomedin-like domain, aligned in Table 8E. This indicates that the MOL8 
sequence has properties similar to those of other proteins known to contain this domain. 



Table 8E, Domain Analysis of MOL8 

qui | Smart 1 gmart00284 , OLF, Olfactomedin-like domains 

CD-Length = 257 residues, 100.0% aligned 

Score = 308 bits (789) , Expect = 4e-85 



HOL8 

Smart | smart00284 



MOL8 

Smart) smart 002 84 R 1 



MOL8 

Smart I smart00284 



HOLS 

Smart | smart00284 



MOLB 

Smart) smart00284 



MOL8 

Smart) smart 0028 4 US 




(SEQ ID NO:101) 



Uses of the Compositions of the Invention 

The above defined information for MOL8 suggests that this Noelin-2-like protein may 
function as a member of a "Noelin-2 family". This family is involved in neural crest 
development, and other developmental processes. Therefore, the novel nucleic acids and 
proteins identified here may be useful in potential therapeutic applications implicated in (but 
not limited to) various pathologies and disorders as indicated below. The potential therapeutic 
applications for MOL8 include, but are not limited to: protein therapeutic, small molecule drug 
target, antibody target (therapeutic, diagnostic, drug targetmgfcytotoxic antibody), diagnostic 
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and/or prognostic marker, gene therapy (gene delivery/gene ablation), research tools, tissue 
regeneration in vivo and in vitro of all tissues and cell types composing (but not limited to) 
those defined here. 

The MOL8 nucleic acids and proteins are useful in potential therapeutic applications 
implicated in neural crest development in early embryonic stage. For example, a cDNA 
encoding the Noelin-2-like protein may be useful in gene therapy, and the Noelin-2-like 
protein may be useful when administered to a subject in need thereof. By way of nonlimiting 
example, the compositions of the present invention will have efficacy for treatment of patients 
suffering from primary open-angle glaucoma (POAG), and bone disorders, hematopoietic 
disorders, neuro-developmental disorders, cancer, autoimmune disorders, psychiatric 
disorders. The novel nucleic acid encoding MOL8, or fragments thereof may further be 
useful in diagnostic applications, wherein the presence or amount of the nucleic acid or the 
protein are to be assessed. 

These materials are further useful in the generation of antibodies that bind immuno- 
specifically to the novel MOL8 substances for use in therapeutic or diagnostic methods. These 
antibodies may be generated according to methods known in the art, using prediction from 
hydrophobicity charts, as described in the "Anti-MOLX Antibodies" section below. The 
disclosed MOL8 protein has multiple hydrophilic regions, each of which can be used as an 
immunogen. In one embodiment, a contemplated MOL8 epitope is from about amino acids 20 
to 50. In another embodiment, a MOL8 epitope is from about amino acids 50 to 125. In 
additional embodiments, MOL8 epitopes are from about amino acids 140 to 210, 225 to 320, 
350 to 375, and from about amino acids 380 to 440. These novel proteins can also be used to 
develop assay systems for functional analysis. 
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TABLE 9: Summary Of Nucleic Acids And Proteins Of The Invention 



Name 


Tables 


Clone; Description of Homolog 


Nucleic 
Acid 

SEQID 
NO 


Amino 
Acid 

nnrt TT% 

SEQID 
NO 


MOL1 


1A, IB, 
ID, IE 


MOLla: SC29674552_EXT 
MOLlb: CG56250-02 


1 

3 


2 
4 


M0L2 


2A.2B 


MOL2: SC98428706_EXT 


5 


6 


MOL3 


3A,3B 
3D 3E 


MOL3a: SC85516573_EXT 
MOL3b- CG53027-02 


7 
9 


8 

10 


MOT A 


4A,4B, 


MOL4SC 111750277 A 


11 


12 


MOL5 


5A,5B, 
5C, 5D, 
5E,5F 


MOL5a: SC20422974_A 
MOL5b: SC14998905_EXT 
MOLc: CG50907-02 


13 
15 
17 


14 
16 
18 


MOL6 


6A,6B 


MOL6: GMAC060288 A 


19 


20 


M0L7 


7A,7B 


MOL7: AF193808A 


21 


22 


MOL8 


8A,8B 


MOL8: SC84366578 A 


23 


24 



MOLX Nucleic Acids and Polypeptides 

One aspect of the invention pertains to isolated nucleic acid molecules that encode 
MOLX polypeptides or biologically active portions thereof. Also included in the invention are 
nucleic acid fragments sufficient for use as hybridization probes to identify MOLX-encoding 
nucleic acids (e.g., MOLX mRNAs) and fragments for use as PCR primers for the 
amplification and/or mutation of MOLX nucleic acid molecules. As used herein, the term 
"nucleic acid molecule" is intended to include DNA molecules (e.g. 9 cDNA or genomic 
DNA), RNA molecules (e.g., mRNA), analogs of the DNA or RNA generated using 
nucleotide analogs, and derivatives, fragments and homologs thereof. The nucleic acid 
molecule may be single-stranded or double-stranded, but preferably is comprised double- 
stranded DNA. 

An MOLX nucleic acid can encode a mature MOLX polypeptide. As used herein, a 
"mature" form of a polypeptide or protein disclosed in the present invention is the product of a 
naturally occurring polypeptide or precursor form or proprotein. The naturally occurring 
polypeptide, precursor or proprotein includes, by way of nonlimiting example, the full-length 
gene product, encoded by the corresponding gene. Alternatively, it may be defined as the 
polypeptide, precursor or proprotein encoded by an ORF described herein. The product 
"mature" form arises, again by way of nonlimiting example, as a result of one or more 
naturally occurring processing steps as they may take place within the cell, or host cell, in 
which the gene product arises. Examples of such processing steps leading to a "mature" form 
of a polypeptide or protein include the cleavage of the N-terminal methionine residue encoded 
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by the initiation codon of anORF, or the proteolytic cleavage of a signal peptide or leader 
sequence. Thus a mature form arising from a precursor polypeptide or protein that has 
residues 1 to N, where residue 1 is the N-terminal methionine, would have residues 2 through 
N remaining after removal of the N-terminal methionine. Alternatively, a mature form arising 
from a precursor polypeptide or protein having residues 1 to N, in which an N-terminal signal 
sequence from residue 1 to residue M is cleaved, would have the residues from residue M+l to 
residue N remaining. Further as used herein, a "mature" form of a polypeptide or protein may 
arise from a step of post-translational modification other than a proteolytic cleavage event. 
Such additional processes include, by way of non-limiting example, glycosylation, 
myristoylation or phosphorylation. In general, a mature polypeptide or protein may result 
from the operation of only one of these processes, or a combination of any of them. 

The term "probes", as utilized herein, refers to nucleic acid sequences of variable 
length, preferably between at least about 10 nucleotides (nt), 100 nt, or as many as 
approximately, e.g. , 6,000 nt, depending upon the specific use. Probes are used in the 
detection of identical, similar, or complementary nucleic acid sequences. Longer length 
probes are generally obtained from a natural or recombinant source, are highly specific, and 
much slower to hybridize than shorter-length oligomer probes. Probes may be single- or 
double-stranded and designed to have specificity in PCR, membrane-based hybridization 
technologies, or ELIS A-like technologies. 

The term "isolated" nucleic acid molecule, as utilized herein, is one, which is separated 
from other nucleic acid molecules which are present in the natural source of the nucleic acid. 
Preferably, an "isolated" nucleic acid is free of sequences which naturally flank the nucleic 
acid (i.e., sequences located at the 5'- and 3'-termini of the nucleic acid) in the genomic DNA 
of the organism from which the nucleic acid is derived. For example, in various embodiments, 
the isolated MOLX nucleic acid molecules can contain less than about 5 kb, 4 kb, 3 kb, 2 kb, 1 
kb, 0.5 kb or 0.1 kb of nucleotide sequences which naturally flank die nucleic acid molecule in 
genomic DNA of the cell/tissue from which the nucleic acid is derived {e.g., brain, heart, liver, 
spleen, etc.). Moreover, an "isolated" nucleic acid molecule, such as a cDNA molecule, can 
be substantially free of other cellular material or culture medium when produced by 
recombinant techniques, or of chemical precursors or other chemicals when chemically 
synthesized. 

A nucleic acid molecule of the invention, e.g., a nucleic acid molecule having the 
nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, or a 
complement of this aforementioned nucleotide sequence, can be isolated using standard 
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molecular biology techniques and the sequence information provided herein. Using all or a 
portion of the nucleic acid sequence of SEQ ID NOS:l, 3, 5, 7, 9, 1 i, 13, 15, 17, 19, 21, and 
23 as a hybridization probe, MOLX molecules can be isolated using standard hybridization 
and cloning techniques (e.g., as described in Sambrook, et al, (eds.), MOLECULAR CLONING: 
A Laboratory Manual 2 nd Ed, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, 
NY, 1989; and Ausubel, etal, (eds.), Current Protocols in Molecular Biology, John 
Wiley & Sons, New York, NY, 1993.) 

A nucleic acid of the invention can be amplified using cDNA, mRNA or alternatively, 
genomic DNA, as a template and appropriate oligonucleotide primers according to standard 
PCR amplification techniques. The nucleic acid so amplified can be cloned into an 
appropriate vector and characterized by DNA sequence analysis. Furthermore, 
oligonucleotides corresponding to MOLX nucleotide sequences can be prepared by standard 
synthetic techniques, using an automated DNA synthesizer. 

As used herein, the term "oligonucleotide" refers to a series of linked nucleotide 
residues, which oligonucleotide has a sufficient number of nucleotide bases to be used in a 
PCR reaction. A short oligonucleotide sequence may be based on, or designed from, a 
genomic or cDNA sequence and is used to amplify, confirm, or reveal the presence of an 
identical, similar or complementary DNA or RNA in a particular cell or tissue. 
Oligonucleotides comprise portions of a nucleic acid sequence having about 10 nt, 50 nt, or 
100 nt in length, preferably about 15 nt to 30 nt in length. In one embodiment of the 
invention, an oligonucleotide comprising a nucleic acid molecule less than 100 nt in length 
would further comprise at least 6 contiguous nucleotides of SEQ ID NOS:l, 3, 5, 7, 9, 1 1, 13, 
15, 17, 19, 21, and 23, or a complement thereof. Oligonucleotides may be chemically 
synthesized and may also be used as probes. 

In another embodiment, an isolated nucleic acid molecule of the invention comprises a 
nucleic acid molecule that is a complement of the nucleotide sequence shown in SEQ ID 
NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, or aportion of this nucleotide sequence (e.g., 
a fragment that can be used as a probe or primer or a fragment encoding a biologically-active 
portion of an MOLX polypeptide). A nucleic acid molecule that is complementary to the 
nucleotide sequence shown in SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23 is one 
that is sufficiently complementary to the nucleotide sequence shown in SEQ ID NOS: 1,3,5, 
7, 9, 1 1, 13, 15, 17, 19, 21, and 23 that it can hydrogen bond with little or no mismatches to 
the nucleotide sequence shown SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, 
thereby forming a stable duplex. 
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As used herein, the term "complementary" refers to Watson-Crick or Hoogsteen base 
pairing between nucleotides units of a nucleic acid molecule, and the term "binding" means 
the physical or chemical interaction between two polypeptides or compounds or associated 
polypeptides or compounds or combinations thereof Binding includes ionic, non-ionic, van 
5 der Waals, hydrophobic interactions, and the like. A physical interaction can be either direct 
or indirect. Indirect interactions may be through or due to the effects of another polypeptide or 
compound. Direct binding refers to interactions that do not take place through, or due to, the 
effect of another polypeptide or compound, but instead are without other substantial chemical 
intermediates. 

10 Fragments provided herein are defined as sequences of at least 6 (contiguous) nucleic 

acids or at least 4 (contiguous) amino acids, a length sufficient to allow for specific 
hybridization in the case of nucleic acids or for specific recognition of an epitope in the case of 
amino acids, respectively, and are at most some portion less than a full length sequence. 
Fragments may be derived from any contiguous portion of a nucleic acid or amino acid 

1 5 sequence of choice. Derivatives are nucleic acid sequences or amino acid sequences formed 
from the native compounds either directly or by modification or partial substitution. Analogs 
are nucleic acid sequences or amino acid sequences that have a structure similar to, but not 
identical to, the native compound but differs from it in respect to certain components or side 
chains. Analogs may be synthetic or from a different evolutionary origin and may have a 

20 similar or opposite metabolic activity compared to wild type. Homologs are nucleic acid 

sequences or amino acid sequences of a particular gene that are derived from different species. 

Derivatives and analogs may be full length or other than full length, if the derivative or 
analog contains a modified nucleic acid or amino acid, as described below. Derivatives or 
analogs of the nucleic acids or proteins of the invention include, but are not limited to, 

25 molecules comprising regions that are substantially homologous to the nucleic acids or 
proteins of the invention, in various embodiments, by at least about 70%, 80%, or 95% 
identity (with a preferred identity of 80-95%) over a nucleic acid or amino acid sequence of 
identical size or when compared to an aligned sequence in which the alignment is done by a 
computer homology program known in the art, or whose encoding nucleic acid is capable of 

30 hybridizing to the complement of a sequence encoding the aforementioned proteins under 

stringent, moderately stringent, or low stringent conditions. See e.g. Ausubel, et ah, CURRENT 
Protocols in Molecular Biology, John Wiley & Sons, New York, NY, 1993, and below. 

A "homologous nucleic acid sequence" or "homologous amino acid sequence," or 
variations thereof, refer to sequences characterized by a homology at the nucleotide level or 
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amino acid level as discussed above. Homologous nucleotide sequences encode those 
sequences coding for isoforms of MOLX polypeptides. Isoforms can be expressed in different 
tissues of the same organism as a result of, for example, alternative splicing of RNA. 
Alternatively, isoforms can be encoded by different genes. In the invention, homologous 
nucleotide sequences include nucleotide sequences encoding for an MOLX polypeptide of 
species other than humans, including, but not limited to: vertebrates, and thus can include, e.g., 
frog, mouse, rat, rabbit, dog, cat cow, horse, and other organisms. Homologous nucleotide 
sequences also include, but are not limited to, naturally occurring allelic variations and 
mutations of the nucleotide sequences set forth herein. A homologous nucleotide sequence 
does not, however, include the exact nucleotide sequence encoding human MOLX protein. 
Homologous nucleic acid sequences include those nucleic acid sequences that encode 
conservative amino acid substitutions (see below) in SEQ IDNOSrl, 3, 5, 7, 9, 11, 13, 15, 17, 
19, 21, and 23, as well as a polypeptide possessing MOLX biological activity. Various 
biological activities of the MOLX proteins are described below. 

An MOLX polypeptide is encoded by the open reading frame ("ORF") of an MOLX 
nucleic acid. An ORF corresponds to a nucleotide sequence that could potentially be translated 
into a polypeptide. A stretch of nucleic acids comprising an ORF is uninterrupted by a stop 
codon. An ORF that represents the coding sequence for a full protein begins with an ATG 
"start" codon and terminates with one of the three "stop" codons, namely, TAA, TAG, or 
TGA. For the purposes of this invention, an ORF may be any part of a coding sequence, with 
or without a start codon, a stop codon, or both. For an ORF to be considered as a good 
candidate for coding for a bona fide cellular protein, a minimum size requirement is often set, 
e.g., a stretch of DNA that would encode a protein of 50 amino acids or more. 

The nucleotide sequences determined from the cloning of the human MOLX genes 
allows for the generation of probes and primers designed for use in identifying and/or cloning 
MOLX homologies in other cell types, e.g. from other tissues, as well as MOLX homologues 
from other vertebrates. The probe/primer typically comprises substantially purified 
oligonucleotide. The oligonucleotide typically comprises a region of nucleotide sequence that 
hybridizes under stringent conditions to at least about 12, 25, 50, 100, 150, 200, 250, 300, 350 
or 400 consecutive sense strand nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 1 1, 13, 15, 
17, 19, 21, and 23; or an anti-sense strand nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 
1 1, 13, 15, 17, 19, 21, and 23; or of a naturally occurring mutant of SEQ ID NOS:l, 3, 5, 7, 9, 
11, 13, 15, 17, 19, 21, and 23. 
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Probes based on the human MOLX nucleotide sequences can be used to detect 
transcripts or genomic sequences encoding the same or homologous proteins. In various 
embodiments, the probe further comprises a label group attached thereto, e.g. the label group 
can be a radioisotope, a fluorescent compound, an enzyme, or an enzyme co-factor. Such 
5 probes can be used as a part of a diagnostic test kit for identifying cells or tissues which mis- 
express an MOLX protein, such as by measuring a level of an MOLX-encoding nucleic acid in 
a sample of cells from a subject e.g., detecting MOLX mRNA levels or detennining whether a 
genomic MOLX gene has been mutated or deleted. 

"A polypeptide having a biologically-active portion of an MOLX polypeptide" refers 

10 to polypeptides exhibiting activity similar, but not necessarily identical to, an activity of a 
polypeptide of the invention, including mature forms, as measured in a particular biological 
assay, with or without dose dependency. A nucleic acid fragment encoding a "biologically- 
active portion of MOLX" can be prepared by isolating a portion SEQ ID NOS: 1, 3, 5, 7, 9, 1 1, 
13,15,17, 19, 21 , and 23 that encodes a polypeptide having an MOLX biological activity (the 

15 biological activities of the MOLX proteins are described below), expressing the encoded 

portion of MOLX protein (e.g., by recombinant expression in vitro) and assessing the activity 
of the encoded portion of MOLX. 

MOLX Nucleic Acid and Polypeptide Variants 

The invention further encompasses nucleic acid molecules that differ from the 
20 nucleotide sequences shown SEQ ED NOS:l, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, and 23 due to 
degeneracy of the genetic code and thus encode the same MOLX proteins as that encoded by 
the nucleotide sequences shown in SEQ ID NOS:l, 3, 5, 7, 9, 11,13, 15, 17, 19, 21, and 23. 
In another embodiment, an isolated nucleic acid molecule of the invention has a nucleotide 
sequence encoding a protein having an amino acid sequence shown in SEQ ID NOS:2, 4, 6, 8, 
25 10, 12, 14, 16, 18, 20, 22, and 24. 

In addition to the human MOLX nucleotide sequences shown in SEQ ID NOS:l, 3, 5, 
7, 9, 1 1, 13, 15, 17, 19, 21, and 23 it will be appreciated by those skilled in the art that DNA 
sequence polymorphisms that lead to changes in the amino acid sequences of the MOLX 
polypeptides may exist within a population (e.g., the human population). Such genetic 
30 polymorphism in the MOLX genes may exist among individuals within a population due to 
natural allelic variation. As used herein, the terms "gene 11 and Recombinant gene" refer to 
nucleic acid molecules comprising an open reading frame (ORF) encoding an MOLX protein, 
preferably a vertebrate MOLX protein. Such natural allelic variations can typically result in 
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1-5% variance in the nucleotide sequence of the MOLX genes. Any and all such nucleotide 
variations and resulting amino acid polymorphisms in the MOLX polypeptides, which are the 
result of natural allelic variation and that do not alter the functional activity of the MOLX 
polypeptides, are intended to be within the scope of the invention 

Moreover, nucleic acid molecules encoding MOLX proteins from other species, and 
thus that have a nucleotide sequence that differs from the human sequence SEQ ID NOS:l, 3, 
5, 7, 9, 11, 13, 15, 17, 19, 21, and 23 are intended to be within the scope of the invention 
Nucleic acid molecules corresponding to natural allelic variants and homologues of the 
MOLX cDNAs of the invention can be isolated based on their homology to the human MOLX 
nucleic acids disclosed herein using the human cDNAs, or a portion thereof, as a hybridization 
probe according to standard hybridization techniques under stringent hybridization conditions. 

Accordingly, in another embodiment, an isolated nucleic acid molecule of the 
invention is at least 6 nucleotides in length and hybridizes under stringent conditions to the 
nucleic acid molecule comprising the nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 11, 
13, 15, 17, 19, 21, and 23. In another embodiment, the nucleic acid is at least 10, 25, 50, 100, 
250, 500, 750, 1000, 1500, or 2000 or more nucleotides in length. In yet another embodiment, 
an isolated nucleic acid molecule of the invention hybridizes to the coding region. As used 
herein, the term "hybridizes under stringent conditions" is intended to describe conditions for 
hybridization and washing under which nucleotide sequences at least 60% homologous to each 
other typically remain hybridized to each other. 

Homologs (i.e., nucleic acids encoding MOLX proteins derived from species other 
than human) or other related sequences (e.g., paralogs) can be obtained by low, moderate or 
high stringency hybridization with all or a portion of the particular human sequence as a probe 
using methods well known in the art for nucleic acid hybridization and cloning. 

As used herein, the phrase "stringent hybridization conditions" refers to conditions 
under which a probe, primer or oligonucleotide will hybridize to its target sequence, but to no 
other sequences. Stringent conditions are sequence-dependent and will be different in 
different circumstances. Longer sequences hybridize specifically at higher temperatures than 
shorter sequences. Generally, stringent conditions are selected to be about 5 °C lower than the 
thermal melting point (Tm) for the specific sequence at a defined ionic strength and pH. The 
Tm is the temperature (under defined ionic strength, pH and nucleic acid concentration) at 
which 50% of the probes complementary to the target sequence hybridize to the target 
sequence at equihbrium. Since the target sequences are generally present at excess, at Tm, 
50% of the probes are occupied at equiUbrium Typically, stringent conditions will be those in 
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which the salt concentration is less than about 1.0 M sodium ion, typically about 0.01 to 1.0 M 
sodium ion (or other salts) at 

pH 7.0 to 8.3 and the temperature is at least about 30°C for short probes, primers or 
oligonucleotides (e.g., 10 nt to 50 nt) and at least about 60°C for longer probes, primers and 
5 . oligonucleotides. Stringent conditions may also be achieved with the addition of destabilizing 
agents, such as fonnamide. 

Stringent conditions are known to those skilled in the art and can be found in Ausubel, 
et a/., (eds.), Current Protocols in Molecular Biology, John Wiley & Sons, N.Y. 
(1989), 6.3.1-6.3.6. Preferably, the conditions are such that sequences at least about 65%, 

10 70%, 75%, 85%, 90%, 95%, 98%, or 99% homologous to each other typically remain 

hybridized to each other. A non-limiting example of stringent hybridization conditions are 
hybridization in a high salt buffer comprising 6X SSC, 50 mM Tris-HCl (pH 7.5), 1 mM 
EDTA, 0.02% PVP, 0.02% Ficoll, 0.02% BSA, and 500 mg/ml denatured salmon sperm DNA 
at 65°C, followed by one or more washes in 0.2X SSC, 0.01% BSA at 50°C. An isolated 

1 5 nucleic acid molecule of the invention that hybridizes under stringent conditions to the 
sequences of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23 corresponds to a 
naturally-occurring nucleic acid molecule. As used herein, a "naturally-occurring" nucleic 
acid molecule refers to an RNA or DNA molecule having a nucleotide sequence that occurs in 
nature (e.g. y encodes a natural protein). 

20 In a second embodiment, a nucleic acid sequence that is hybridizable to the nucleic 

acid molecule comprising the nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 1 1, 13, 15, 17, 
19, 21, and 23 or fragments, analogs or derivatives thereof, under conditions of moderate 
stringency is provided. A non-limiting example of moderate stringency hybridization 
conditions are hybridization in 6X SSC, 5X Denhardt's solution, 0.5% SDS and 100 mg/ml 

25 denatured salmon sperm DNA at 55°C, followed by one or more washes in IX SSC, 0. 1% 
SDS at 37°C. Other conditions of moderate stringency that may be used are well-known 
within the art. See, e.g., Ausubel, et al (eds.), 1993, Current Protocols in Molecular 
Biology, John Wiley & Sons, NY, and Kriegler, 1990; Gene Transfer AND EXPRESSION, A 
Laboratory Manual, Stockton Press, NY. 

30 In a third embodiment, a nucleic acid that is hybridizable to the nucleic acid molecule 

comprising the nucleotide sequences of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 
23 or fragments, analogs or derivatives thereof, under conditions of low stringency, is 
provided. A non-limiting example of low stringency hybridization conditions are 
hybridization in 35% fonnamide, 5X SSC, 50 mM Tris-HCl (pH 7.5), 5 mM EDTA, 0.02% 
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PVP, 0.02% Ficoll, 0.2% BSA, 100 mg/ml denatured salmon sperm DNA, 10% (wt/vol) 
dextran sulfate at 40°C, followed by one or more washes in 2X SSC, 25 mM Tris-HCl (pH 
7.4), 5 mM EDTA, and 0.1% SDS at 50°C. Other conditions of low stringency that may be 
used are well known in the art (e.g., as employed for cross-species hybridizations). See, e.g., 
Ausubel, et al. (eds.), 1993, Current Protocols in Molecular Biology, John Wiley & 
Sons, NY, and Kriegler, 1990, Gene Transfer and Expression, A Laboratory Manual, 
Stockton Press, NY; Shilo and Weinberg, 1981. Proc Natl Acad Sci USA 78: 6789-6792. 

Conservative Mutations 

In addition to naturaUy-occurring allelic variants of MOLX sequences that may exist in 
the population, the skilled artisan will further appreciate that changes can be introduced by 
mutation into the nucleotide sequences of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 
and 23 thereby leading to changes in the amino acid sequences of the encoded MOLX 
proteins, without altering the functional ability of said MOLX proteins. For example, 
nucleotide substitutions leading to amino acid substitutions at "non-essential" amino acid 
residues can be made in the sequence of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 
24. A "non-essential" amino acid residue is a residue that can be altered from the wild-type 
sequences of the MOLX proteins without altering their biological activity, whereas an 
"essential" amino acid residue is required for such biological activity. For example, amino 
acid residues that are conserved among the MOLX proteins of the invention are predicted to 
be particularly non-amenable to alteration. Amino acids for which conservative substitutions 
can be made are well-known within the art. 

Another aspect of the invention pertains to nucleic acid molecules encoding MOLX 
proteins that contain changes in amino acid residues that are not essential for activity. Such 
MOLX proteins differ in amino acid sequence from SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 
20, 22, and 24 yet retain biological activity. In one embodiment, the isolated nucleic acid 
molecule comprises a nucleotide sequence encoding a protein, wherein the protein comprises 
an amino acid sequence at least about 45% homologous to the amino acid sequences of SEQ 
ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24. Preferably, the protein encoded by the 
nucleic acid molecule is at least about 60% homologous to SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, and 24; more preferably at least about 70% homologous to SEQ ID NOS:2, 4, 
6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; still more preferably at least about 80% homologous to 
SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; even more preferably at least about 
90% homologous to SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; and most 
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preferably at least about 95% homologous to SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 
22, and 24. 

An isolated nucleic acid molecule encoding an MOLX protein homologous to the 
protein of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24 can be created by 

5 introducing one or more nucleotide substitutions, additions or deletions into the nucleotide 
sequence of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23 such that one or more 
amino acid substitutions, additions or deletions are introduced into the encoded protein. 

Mutations can be introduced into SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 
and 24 by standard techniques, such as site-directed mutagenesis and PCR-mediated 

10 mutagenesis. Preferably, conservative amino acid substitutions are made at one or more 

predicted, non-essential amino acid residues. A "conservative amino acid substitution" is one 
in which the amino acid residue is replaced with an amino acid residue having a similar side 
chain. Families of amino acid residues having similar side chains have been defined within 
the art. These families include amino acids with basic side chains (e.g., lysine, arginine, 

15 histidine), acidic side chains (e.g., aspartic acid, glutamic acid), uncharged polar side chains 
(e.g., glycine, asparagine, glutamine, serine, threonine, tyrosine, cysteine), nonpolar side 
chains (e.g., alanine, valine, leucine, isoleucine, proline, phenylalanine, methionine, 
tryptophan), beta-branched side chains (e.g., threonine, valine, isoleucine) and aromatic side 
chains (e.g., tyrosine, phenylalanine, tryptophan, histidine). Thus, a predicted non-essential 

20 amino acid residue in the MOLX protein is replaced with another amino acid residue from the 
same side chain family. Alternatively, in another embodiment, mutations can be introduced 
randomly along all or part of an MOLX coding sequence, such as by saturation mutagenesis, 
and the resultant mutants can be screened for MOLX biological activity to identify mutants 
that retain activity. Following mutagenesis of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 

25 21, and 23, the encoded protein can be expressed by any recombinant technology known in the 
art and the activity of the protein can be determined. 

The relatedness of amino acid families may also be determined based on side chain 
interactions. Substituted amino acids may be fully conserved "strong" residues or fully 
conserved "weak" residues. The "strong" group of conserved amino acid residues may be any 

30 one of the following groups: STA, NEQK, NHQK, NDEQ, QHRK, MILV, MILF, HY, FYW, 
wherein the single letter amino acid codes are grouped by those amino acids that may be 
substituted for each other. Likewise, the "weak" group of conserved residues may be any one 
of the following: CSA, ATV, SAG, STNK, STPA, SGND, SNDEQK, NDEQHK, NEQHRK, 
VLIM, HFY, wherein the letters within each group represent the single letter amino acid code. 
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la one embodiment, a mutant MOLX protein can be assayed for (i) the ability to form 
proteinrprotein interactions with other MOLX proteins, other cell-surface proteins, or 
biologically-active portions thereof, («) complex formation between a mutant MOLX protein 
and an MOLX ligand; or (iii) the ability of a mutant MOLX protein to bind to an intracellular 
target protein or biologically-active portion thereof; (e.g. avidin proteins). 

In yet another embodiment, a mutant MOLX protein can be assayed for the ability to 
regulate a specific biological function (e.g., regulation of insulin release). 

Antisense Nucleic Acids 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules 
that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, or fragments, 
analogs or derivatives thereof An "antisense" nucleic acid comprises a nucleotide sequence 
that is complementary to a "sense" nucleic acid encoding a protein (e.g., complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence). In specific aspects, antisense nucleic acid molecules are provided that comprise a 
sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an entire 
MOLX coding strand, or to only a portion thereof. Nucleic acid molecules encoding 
fragments, homologs, derivatives and analogs of an MOLX protein of SEQ ID NOS:2, 4, 6, 8, 
10, 12, 14, 16, 18, 20, 22, and 24, or antisense nucleic acids complementary to an MOLX 
nucleic acid sequence of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, are 
additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 
region" of the coding strand of a nucleotide sequence encoding an MOLX protein. The term 
"coding region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
encoding the MOLX protein. The term "noncoding region" refers to 5' and 3' sequences which 
flank the coding region that are not translated into amino acids also referred to as 5' and 

3' untranslated regions). 

Given the coding strand sequences encoding the MOLX protein disclosed herein, 
antisense nucleic acids of the invention can be designed according to the rules of Watson and 
Crick or Hoogsteen base pairing. The antisense nucleic acid molecule can be complementary 
to the entire coding region of MOLX mRNA but more preferably is an oligonucleotide that is 
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antisense to only a portion of the coding or noncoding region of MOLX mRNA. For example, 
the antisense oligonucleotide can be complementary to the region surrounding the translation 
start site of MOLX mRNA. An antisense oligonucleotide can be, for example, about 5, 10, 15, 
20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An antisense nucleic acid of the invention 

5 can be constructed using chemical synthesis or enzymatic ligation reactions using procedures 
known in the art. For example, an antisense nucleic acid (e.g. 9 an antisense oligonucleotide) 
can be chemically synthesized using naturally-occurring nucleotides or variously modified 
nucleotides designed to increase the biological stability of the molecules or to increase the 
physical stability of the duplex formed between the antisense and sense nucleic acids (e.g., 

10 phosphorottrioate derivatives and acridine substituted nucleotides can be used). 

Examples of modified nucleotides that can be used to generate the antisense nucleic 
acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5-carboxymethylaminomethyl- 
2-thiouridine, 5-caiboxymethylaminomethyluracil, dihydrouracil, beta-D-galactosylqueosine, 

1 5 inosine, N6-isopentenyladenine, 1-rnethylguanine, 1-methylinosine, 2,2-dimethylguanine, 
2-methyladenine, 2-methylguanine, 3-methylcytosine, 5-methylcytosine, N6-adenine, 
7-methylguanine, 5-methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, 
beta-D-mannosylqueosine, S-methoxycarboxymethyluracil, 5-methoxyuracil, 

2- methyltliio-N6-isopentenyladenine, uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, 
20 queosine, 2-thiocytosine, 5-methyl-2-thiouracil, 2-thiouracil, 4-thiouraciL, 5-methyluracil, 

uracil-5-oxyacetic acid methylester, uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 

3- (3-amino-3-N-2-carboxypropyl) uracil, (acp3)w, and 2,6-diaminopurine. Alternatively, the 
antisense nucleic acid can be produced biologically using an expression vector into which a 
nucleic acid has been subcloned in an antisense orientation (£&, RNA transcribed from the 

25 inserted nucleic acid will be of an antisense orientation to a target nucleic acid of interest, 
described further in the following subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding an MOLX protein to thereby inhibit expression of the protein (e.g. , 

30 by inhibiting transcription and/or translation). The hybridization can be by conventional 
nucleotide complementarity to form a stable duplex, or, for example, in the case of an 
antisense nucleic acid molecule that binds to DNA duplexes, through specific interactions in 
the major groove of the double helix. An example of a route of administration of antisense 
nucleic acid molecules of the invention includes direct injection at a tissue site. Alternatively, 
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antisense nucleic acid molecules can be modified to target selected cells and then administered 
systemically. For example, for systemic administration, antisense molecules can be modified 
such that they specifically bind to receptors or antigens expressed on a selected cell surface 
(e.g, by linking the antisense nucleic acid molecules to peptides or antibodies that bind to cell 
surfece receptors or antigens). The antisense nucleic acid molecules can also be delivered to 
cells using the vectors described herein. To achieve sufficient nucleic acid molecules, vector 
constructs in which the antisense nucleic acid molecule is placed under the control of a strong 
pol II or pol HI promoter are preferred. 

In yet another embodiment, the antisense nucleic acid molecule of the invention is an 
a-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual p-units, the 
strands run parallel to each other. See, e.g., Gaultier, et al, 1987. Nucl. Acids Res. 15: 
6625-6641. The antisense nucleic acid molecule can also comprise a 
^-o-methylribonucleotide (see, e.g., Inoue, era/. 1987. Nucl. Acids Res. 15: 6131-6148) or a 
chimeric RNA-DNA analogue (see, e.g., Inoue, et al, 1987. FEBS Lett. 215: 327-330. 

Ribozymes and PNA Moieties 

Nucleic acid modifications include, by way of non-limiting example, modified bases, 
and nucleic acids whose sugar phosphate backbones are modified or derivatized. These 
modifications are carried out at least in part to enhance the chemical stability of the modified 
nucleic acid, such that they may be used, for example, as antisense binding nucleic acids in 
therapeutic applications in a subject. 

In one embodiment, an antisense nucleic acid of the invention is a ribozyme. 
Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes (e.g., hammerhead ribozymes as described in 
Haselhoff and Gerlach 1988. Nature 334: 585-591) can be used to catalytically cleave MOLX 
mRNA transcripts to thereby inhibit translation of MOLX mRNA. A ribozyme having 
specificity for an MOLX-encoding nucleic acid can be designed based upon the nucleotide 
sequence of an MOLX cDNA disclosed herein (i.&, SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 
19, 21, and 23). For example, a derivative of a Tetrahymena L-19 IVS RNA can be 
constructed in which the nucleotide sequence of the active site is complementary to the 
nucleotide sequence to be cleaved in an MOLX-encoding mRNA See, e.g., U.S. Patent 
4,987,071 to Cech, et al. and U.S. Patent 5,116,742 to Cech, et al. MOLX mRNA can also be 
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used to select a catalytic RNA having a specific ribonuclease activity from a pool of RNA 
molecules. See, e.g., Bartel et aL, (1993) Science 261 : 141 1-1418. 

Alternatively, MOLX gene expression can be inhibited by targeting nucleotide 
sequences complementary to the regulatory region of the MOLX nucleic acid (e.g., the MOLX 
5 promoter and/or enhancers) to form triple helical structures that prevent transcription of the 
MOLX gene in target cells. See, e.g., Helene, 1991. Anticancer Drug Des. 6: 569-84; Helene, 
et aL 1992. Ann. N.Y. Acad. Sci. 660: 27-36; Maher, 1992. Bioassays 14: 807-15. 

In various embodiments, the MOLX nucleic acids can be modified at the base moiety, 
sugar moiety or phosphate backbone to improve, e.g., the stability, hybridization, or solubility 

10 of the molecule. For example, the deoxyribose phosphate backbone of the nucleic acids can 
be modified to generate peptide nucleic acids. See, e.g., Hyrup, et aL, 1996. BioorgMed 
Chem 4: 5-23. As used herein, the terms "peptide nucleic acids" or "PNAs" refer to nucleic 
acid mimics (e.g, DNA mimics) in which the deoxyribose phosphate backbone is replaced by 
a pseudopeptide backbone and only the four natural nucleobases are retained. The neutral 

1 5 backbone of PNAs has been shown to allow for specific hybridization to DNA and RNA under 
conditions of low ionic strength. The synthesis of PNA oligomers can be performed using 
standard solid phase peptide synthesis protocols as described in Hyrup, et al., 1996. supra', 
Perry-O'Keefe, et aL, 1996. Proc. Natl. Acad. Sci. USA 93: 14670-14675. 

PNAs of MOLX can be used in therapeutic and diagnostic applications. For example, 

20 PNAs can be used as antisense or antigene agents for sequence-specific modulation of gene 

expression by, e.g., inducing transcription or translation arrest or inhibiting replication. PNAs 
of MOLX can also be used, for example, in the analysis of single base pair mutations in a gene 
(e.g, PNA directed PCR clamping; as artificial restriction enzymes when used in combination 
with other enzymes, e.g., S\ nucleases (see, Hyrup, et aL, 1996supra); or as probes or primers 

25 for DNA sequence and hybridization (see, Hyrup, et al., 1996, supra; Perry-O'Keefe, et al., 
1996. supra). 

In another embodiment, PNAs of MOLX can be modified, e.g., to enhance then- 
stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by the 
formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
30 delivery known in the art. For example, PNA-DNA chimeras of MOLX can be generated that 
may combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 
recognition enzymes (e.g., RNase H and DNA polymerases) to interact with the DNA portion 
while the PNA portion would provide high binding affinity and specificity. PNA-DNA 
chimeras can be linked using linkers of appropriate lengths selected in terms of base stacking, 
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number of bonds between the nucleobases, and orientation (see, Hyrup, et al., 1996. supra). 
The synthesis of PNA-DNA chimeras can be performed as described in Hyrup, et al, 1996. 
supra and Finn, et al, 1996. Nucl Acids Res 24: 3357-3363. For example, aDNA chain can 
be synthesized on a solid support using standard phosphoramidite coupling chemistry, and 
modified nucleoside analogs, e.g., 5X4-memoxytrityl)ammo-5*wleoxy-mynudine 
phosphoramidite, can be used between the PNA and the 5" end of DNA. See, e.g., Mag, et al., 
1989. Nucl Acid Res 17: 5973-5988. PNA monomers are then coupled in a stepwise manner 
to produce a chimeric molecule with a 5' PNA segment and a 3* DNA segment See, e.g., 
Finn, et al, 1996. supra. Alternatively, chimeric molecules can be synthesized with a 5' DNA 
segment and a 3' PNA segment. See, e.g., Petersen, et al., 1975. Bioorg. Med. Chem. Lett. 5: 
1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such as 
peptides (e.g„ for targeting host cell receptors in vivo), or agents facilitating transport across 
the cell membrane (see, e.g., Letsinger, et al., 1989. Proc. Natl. Acad. Sci. U.SA. 86: 
6553-6556; Lemaitre, etal, mi. Proc. Natl. Acad. Sci. 84: 648-652; PCT Publication No. 
WO88/09810) or the blood-brain barrier (see, e.g. , PCT Publication No. WO 89/10134). In 
addition, oligonucleotides can be modified with hybridization triggered cleavage agents (see, 
e.g., Krol, et al, 1988. BioTechniques 6:958-976) or intercalating agents (see, e.g., Zon, 1988. 
Pharm. Res. 5: 539-549). To this end, the oligonucleotide maybe conjugated to another 
molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport agent, a 
hybridization-triggered cleavage agent, and the like. 

MOLX Polypeptides 

A polypeptide according to the invention includes a polypeptide including the amino 
acid sequence of MOLX polypeptides whose sequences are provided in SEQ ID NOS:2, 4, 6, 
8, 10, 12, 14, 16, 18, 20, 22, and 24. The invention also includes a mutant or variant protein 
any of whose residues may be changed from the corresponding residues shown in SEQ ID 
NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24 while still encoding a protein that maintains 
its MOLX activities and physiological functions, or a functional fragment thereof. 

In general, an MOLX variant that preserves MOLX-like function includes any variant 
in which residues at a particular position in the sequence have been substituted by other amino 
acids, and further include the possibility of inserting an additional residue or residues between 
two residues of the parent protein as well as the possibility of deleting one or more residues 
from the parent sequence. Any amino acid substitution, insertion, or deletion is encompassed 
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by the invention. In favorable circumstances, the substitution is a conservative substitution as 
defined above. 

One aspect of the invention pertains to isolated MOLX proteins, and biologically- 
active portions thereof, or derivatives, fragments, analogs or homologs thereof Also provided 
5 are polypeptide fragments suitable for use as immunogens to raise anti-MOLX antibodies. In 
one embodiment, native MOLX proteins can be isolated from cells or tissue sources by an 
appropriate purification scheme using standard protein purification techniques. In another 
embodiment, MOLX proteins are produced by recombinant DNA techniques. Alternative to 
recombinant expression, an MOLX protein or polypeptide can be synthesized chemically 

1 0 using standard peptide synthesis techniques. 

An "isolated" or "purified" polypeptide or protein or biologically-active portion thereof 
is substantially free of cellular material or other contaminating proteins from the cell or tissue 
source from which the MOLX protein is derived, or substantially free from chemical 
precursors or other chemicals when chemically synthesized. The language "substantially free 

15 of cellular material" includes preparations of MOLX proteins in which the protein is separated 
from cellular components of the cells from which it is isolated or recombinantly-produced. In 
one embodiment, the language "substantially free of cellular material" includes preparations of 
MOLX proteins having less than about 30% (by dry weight) of non-MOLX proteins (also 
referred to herein as a "contaminating protein"), more preferably less than about 20% of 

20 non-MOLX proteins, still more preferably less than about 10% of non-MOLX proteins, and 
most preferably less than about 5% of non-MOLX proteins. When the MOLX protein or 
biologically-active portion thereof is recombinantly-produced, it is also preferably 
substantially free of culture medium, i.e., culture medium represents less than about 20%, 
more preferably less than about 10%, and most preferably less than about 5% of the volume of 

25 the MOLX protein preparation. 

The language "substantially free of chemical precursors or other chemicals" includes 
preparations of MOLX proteins in which the protein is separated from chemical precursors or 
other chemicals that are involved in the synthesis of the protein. In one embodiment, the 
language "substantially free of chemical precursors or other chemicals" includes preparations 

30 of MOLX proteins having less than about 30% (by dry weight) of chemical precursors or 
non-MOLX chemicals, more preferably less than about 20% chemical precursors or 
non-MOLX chemicals, still more preferably less than about 10% chemical precursors or 
non-MOLX chemicals, and most preferably less than about 5% chemical precursors or 
non-MOLX chemicals. 
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Biologically-active portions of MOLX proteins include peptides comprising amino 
acid sequences sufficiently homologous to or derived from the amino acid sequences of the 
MOLX proteins {e.g., the amino acid sequence shown in SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, and 24) that include fewer amino acids than the full-length MOLX proteins, 
and exhibit at least one activity of an MOLX protein. Typically, biologically-active portions 
comprise a domain or motif with at least one activity of the MOLX protein. A biologically- 
active portion of an MOLX protein can be a polypeptide which is, for example, 10, 25, 50, 100 
or more amino acid residues in length. 

Moreover, other biologically-active portions, in which other regions of the protein are 
deleted, can be prepared by recombinant techniques and evaluated for one or more of the 
functional activities of a native MOLX protein. 

In an embodiment, the MOLX protein has an amino acid sequence shown in SEQ ID 
NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24. In other embodiments, the MOLX protein is 
substantially homologous to SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, and 
retains the functional activity of the protein of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 
22, and 24, yet differs in amino acid sequence due to natural allelic variation or mutagenesis, 
as described in detail, below. Accordingly, in another embodiment, the MOLX protein is a 
protein that comprises an amino acid sequence at least about 45% homologous to the amino 
acid sequence SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, and retains the 
functional activity of the MOLX proteins of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 
and 24. 

Determining Homology Between Two or More Sequences 

To determine the percent homology of two amino acid sequences or of two nucleic 
acids, the sequences are aligned for optimal comparison purposes (e.g., gaps can be introduced 
in the sequence of a first amino acid or nucleic acid sequence for optimal alignment with a 
second amino or nucleic acid sequence). The amino acid residues or nucleotides at 
corresponding amino acid positions or nucleotide positions are then compared. When a 
position in the first sequence is occupied by the same amino acid residue or nucleotide as the 
corresponding position in the second sequence, then the molecules are homologous at that 
position (i.e., as used herein amino acid or nucleic acid "homology" is equivalent to amino 
acid or nucleic acid "identity")- 

The nucleic acid sequence homology may be determined as the degree of identity 
between two sequences. The homology may be determined using computer programs known 
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in the art, such as GAP software provided in the GCG program package. See, Needleman and 
Wunsch, 1970. JMol Biol 48: 443-453. Using GCG GAP software with the following settings 
for nucleic acid sequence comparison: GAP creation penalty of 5.0 and GAP extension 
penalty of 0.3, the coding region of the analogous nucleic acid sequences referred to above 
5 exhibits a degree of identity preferably of at least 70%, 75%, 80%, 85%, 90%, 95%, 98%, or 
99%, with the CDS (encoding) part of the DNA sequence shown in SEQ ID NOS:l, 3, 5, 7, 9, 
11, 13, 15,17, 19, 21, and 23. 

The term "sequence identity" refers to the degree to which two polynucleotide or 
polypeptide sequences are identical on a residue-by-residue basis over a particular region of 

1 0 comparison. The term "percentage of sequence identity" is calculated by comparing two 
optimally aligned sequences over that region of comparison, determining the number of 
positions at which the identical nucleic acid base {e.g., A, T, C, G, U, or I, in the case of 
nucleic acids) occurs in both sequences to yield the number of matched positions, dividing the 
number of matched positions by the total number of positions in the region of comparison (i.e., 

15 the window size), and multiplying the result by 1 00 to yield the percentage of sequence 
identity. The term "substantial identity" as used herein denotes a characteristic of a 
polynucleotide sequence, wherein the polynucleotide comprises a sequence that has at least 80 
percent sequence identity, preferably at least 85 percent identity and often 90 to 95 percent 
sequence identity, more usually at least 99 percent sequence identity as compared to a 

20 reference sequence over a comparison region. 

Chimeric and Fusion Proteins 

The invention also provides MOLX chimeric or fusion proteins. As used herein, an 
MOLX "chimeric protein" or "fusion protein" comprises an MOLX polypeptide operatively- 

25 linked to a non-MOLX polypeptide. An "MOLX polypeptide" refers to a polypeptide having 
an amino acid sequence corresponding to an MOLX protein (SEQ ID NOS:2, 4, 6, 8, 10, 12, 
14, 16, 18, 20, 22, and 24), whereas a "non-MOLX polypeptide" refers to a polypeptide having 
an amino acid sequence corresponding to a protein that is not substantially homologous to the 
MOLX protein, e.g., a protein that is different from the MOLX protein and that is derived 

30 from the same or a different organism. Within an MOLX fusion protein the MOLX 

polypeptide can correspond to all or a portion of an MOLX protein. In one embodiment, an 
MOLX fusion protein comprises at least one biologically-active portion of an MOLX protein. 
In another embodiment, an MOLX fusion protein comprises at least two biologically-active 
portions of an MOLX protein. In yet another embodiment, an MOLX fusion protein 
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comprises at least three biologically-active portions of an MOLX protein. Within the fusion 
protein, the term "operatively-linked" is intended to indicate that the MOLX polypeptide and 
the non-MOLX polypeptide are fused in-frame with one another. The non-MOLX 
polypeptide can be fused to the N-terminus or C-terminus of the MOLX polypeptide. 

In one embodiment, the fusion protein is a GST-MOLX fusion protein in which the 
MOLX sequences are fused to the C-tenninus of the GST (glutathione S-transferase) 
sequences. Such fusion proteins can facilitate the purification of recombinant MOLX 
polypeptides. 

In another embodiment, the fusion protein is an MOLX protein containing a 
heterologous signal sequence at its N-terminus. In certain host cells (e.g., mammalian host 
cells), expression and/or secretion of MOLX can be increased through use of a heterologous 
signal sequence. 

In yet another embodiment, the fusion protein is an MOLX-immunoglobulin fusion 
protein in which the MOLX sequences are fused to sequences derived from a member of the 
immunoglobulin protein family. The MOLX-immunoglobulin fusion proteins of the invention 
can be incorporated into pharmaceutical compositions and administered to a subject to inhibit 
an interaction between an MOLX ligand and an MOLX protein on the surface of a cell, to 
thereby suppress MOLX-mediated signal transduction in vivo. The MOLX-immunoglobulin 
fusion proteins can be used to affect the bioavailability of an MOLX cognate ligand. 
Inhibition of the MOLX ligandMOLX interaction may be useful therapeutically for both the 
treatment of proliferative and differentiate disorders, as well as modulating (e.g promoting 
or inhibiting) cell survival. Moreover, the MOLX-immunoglobulin fusion proteins of the 
invention can be used as immunogens to produce anti-MOLX antibodies in a subject, to purify 
MOLX ligands, and in screening assays to identify molecules that inhibit the interaction of 
MOLX with an MOLX ligand. 

An MOLX chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 
techniques, e.g., by employing blunt-ended or stagger-ended teraiini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as appropriate, 
alkaline phosphatase treatment to avoid undesirable joining, and enzymatic ligation. In 
another embodiment, the fusion gene can be synthesized by conventional techniques including 
automated DNA synthesizers. Alternatively, PCR amplification of gene fragments can be 
carried out using anchor primers that give rise to complementary overhangs between two 
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consecutive gene fragments that can subsequently be annealed and reamplified to generate a 
chimeric gene sequence (see, e.g., Ausubel, et al. (eds.) CURRENT PROTOCOLS IN MOLECULAR 
BIOLOGY, John Wiley & Sons, 1992), Moreover, many expression vectors are commercially 
available that already encode a fusion moiety (e.g., a GST polypeptide). An MOLX-encoding 
5 nucleic acid can be cloned into such an expression vector such that the fusion moiety is linked 
in-frame to the MOLX protein. 

MOLX Agonists and Antagonists 

The invention also pertains to variants of the MOLX proteins that function as either 

10 MOLX agonists (i.e., mimetics) or as MOLX antagonists. Variants of the MOLX protein can 
be generated by mutagenesis (e.g., discrete point mutation or truncation of the MOLX 
protein). An agonist of the MOLX protein can retain substantially the same, or a subset of, the 
biological activities of the naturally occurring form of the MOLX protein. An antagonist of 
the MOLX protein can inhibit one or more of the activities of the naturally occurring form of 

1 5 the MOLX protein by, for example, competitively binding to a downstream or upstream 
member of a cellular signaling cascade which includes the MOLX protein. Thus, specific 
biological effects can be elicited by treatment with a variant of limited function. In one 
embodiment, treatment of a subject with a variant having a subset of the biological activities 
of the naturally occurring form of the protein has fewer side effects in a subject relative to 

20 treatment with the naturally occurring form of the MOLX proteins. 

Variants of the MOLX proteins that function as either MOLX agonists (i.e., mimetics) 
or as MOLX antagonists can be identified by screening combinatorial libraries of mutants 
(e.g., truncation mutants) of the MOLX proteins for MOLX protein agonist or antagonist 
activity. In one embodiment, a variegated library of MOLX variants is generated by 

25 combinatorial mutagenesis at the nucleic acid level and is encoded by a variegated gene 
library. A variegated library of MOLX variants can be produced by, for example, 
enzymatically ligating a mixture of synthetic oligonucleotides into gene sequences such that a 
degenerate set of potential MOLX sequences is expressible as individual polypeptides, or 
alternatively, as a set of larger fusion proteins (e.g., for phage display) containing the set of 

30 MOLX sequences therein. There are a variety of methods which can be used to produce 

libraries of potential MOLX variants.from a degenerate oligonucleotide sequence. Chemical 
synthesis of a degenerate gene sequence can be performed in an automatic DNA synthesizer, 
and the synthetic gene then ligated into an appropriate expression vector. Use of a degenerate 
set of genes allows for the provision, in one mixture, of all of the sequences encoding the 
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oligonucleotides are well-known within the ait See, e.g., Narang, 1983. Tetrahedron 39: 3; 
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5 

Polypeptide Libraries 

In addition, libraries of fragments of the MOLX protein coding sequences can be used 
to generate a variegated population of MOLX fragments for screening and subsequent 
selection of variants of an MOLX protein. In one embodiment, a library of coding sequence 

1 0 fragments can be generated by treating a double stranded PCR fragment of an MOLX coding 
sequence with a nuclease under conditions wherein nicking occurs only about once per 
molecule, denaturing the double stranded DNA, renaturing the DNA to form double-stranded 
DNA that can include sense/antisense pairs from different nicked products, removing single 
stranded portions from reformed duplexes by treatment with Si nuclease, and ligating the 

1 5 resulting fragment library into an expression vector. By this method, expression libraries can 
be derived which encodes N-terminal and internal fragments of various sizes of the MOLX 
proteins. 

Various techniques are known in the art for screening gene products of combinatorial 
libraries made by point mutations or truncation, and for screening cDNA libraries for gene 

10 products having a selected property. Such techniques are adaptable for rapid screening of the 
gene libraries generated by the combinatorial mutagenesis of MOLX proteins. The most 
widely used techniques, which are amenable to high throughput analysis, for screening large 
gene libraries typically include cloning the gene library into replicable expression vectors, 
transforming appropriate cells with the resulting library of vectors, and expressing the 

15 combinatorial genes under conditions in which detection of a desired activity facilitates 

isolation of the vector encoding the gene whose product was detected. Recursive ensemble 
mutagenesis (REM), a new technique that enhances the frequency of functional mutants in the 
libraries, can be used in combination with the screening assays to identify MOLX variants. 
See, e.g., Arkin and Yourvan, 1992. Proa Natl. Acad Sci. USA 89: 781 1-7815; Delgrave, et 

iO a/., 1993. Protein Engineering 6:327-331. 

Anti-MOLX Antibodies 

The invention encompasses antibodies and antibody fragments, such as Fab or (Fzbh, 
that bind immunospecifically to any of the MOLX polypeptides of said invention. 
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An isolated MOLX protein, or a portion or fragment thereof, can be used as an 
immunogen to generate antibodies that bind to MOLX polypeptides using standard techniques 
for polyclonal and monoclonal antibody preparation. The full-length MOLX proteins can be 
used or, alternatively, the invention provides antigenic peptide fragments of MOLX proteins 

5 for use as immunogens. The antigenic MOLX peptides comprises at least 4 amino acid 

residues of the amino acid sequence shown in SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 
22, and 24 and encompasses an epitope of MOLX such that an antibody raised against the 
peptide forms a specific immune complex with MOLXL Preferably, the antigenic peptide 
comprises at least 6, 8, 10, 15, 20, or 30 amino acid residues. Longer antigenic peptides are 

10 sometimes preferable over shorter antigenic peptides, depending on use and according to 
methods well known to someone skilled in the art. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a region of MOLX that is located on the surface of the protein (e.g., a 
hydrophilic region). As a means for targeting antibody production, hydropathy plots showing 

1 5 regions of hydrophilicity and hydrophobicity may be generated by any method well known in 
the art, including, for example, the Kyte Doolittle or the Hopp Woods methods, either with or 
without Fourier transformation {see, e.g., Hopp and Woods, 198L Proa Nat. Acad Set USA 
78: 3824-3828; Kyte and Doolittle, 1982. J. Mol Biol 157: 105-142, each incorporated herein 
by reference in their entirety). 

10 As disclosed herein, MOLX protein sequences of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 

16, 18, 20, 22, and 24, or derivatives, fragments, analogs or homologs thereof, may be utilized 
as immunogens in the generation of antibodies that immunospecifically-bind these protein 
components. The term "antibody 11 as used herein refers to immunoglobulin molecules and 
immunologically-active portions of immunoglobulin molecules, molecules that contain an 

15 antigen binding site that specifically-binds (immunoreacts with) an antigen, such as MOLX. 
Such antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, 
F a b F( a b')2 fragments, and an F ab expression library. In a specific embodiment, antibodies to 
human MOLX proteins are disclosed Various procedures known within the art may be used 
for the production of polyclonal or monoclonal antibodies to an MOLX protein sequence of 

50 SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, or a derivative, fragment, analog or 
homolog thereof. Some of these proteins are discussed below. 

For the production of polyclonal antibodies, various suitable host animals (e.g., rabbit, 
goat, mouse or other mammal) may be immunized by injection with the native protein, or a 
synthetic variant thereof, or a derivative of the foregoing. An appropriate immunogenic 
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preparation can contain, for example, recombinantly-expressed MOLX protein or a 
chemically-synthesized MOLX polypeptide. The preparation can further include an adjuvant. 
Various adjuvants used to increase the immunological response include, but are not limited to, 
Freund's (complete and incomplete), mineral gels (e.g., aluminum hydroxide), surface active 
substances (e.g., lysolecithin, pluronic polyols, polyanions, peptides, oil emulsions, 
dinitrophenol, etc.), human adjuvants such asBacille Calmetfe-Guerin and Corynebacterium 
parvum, or similar immunostimulatory agents. If desired, the antibody molecules directed 
against MOLX can be isolated from the mammal (e.g., from the blood) and further purified by 
well known techniques, such as protein A chromatography to obtain the IgG fraction. 

The term "monoclonal antibody 11 or "monoclonal antibody composition", as used 
herein, refers to a population of antibody molecules that contain only one species of an antigen 
binding site capable of immunoreacting with a particular epitope of MOLX. A monoclonal 
antibody composition thus typically displays a single binding affinity for a particular MOLX 
protein with which it immunoreacts. For preparation of monoclonal antibodies directed 
towards a particular MOLX protein, or derivatives, fragments, analogs or homologs thereof, 
any technique that provides for the production of antibody molecules by continuous cell line 
culture may be utilized. Such techniques include, but are not limited to, the hybridoma 
technique (see, e.g., Kohler & Milstein, 1975. Nature 256: 495-497); the trioma technique; the 
human B-cell hybridoma technique (see, e.g., Kozbor, et aL, 1983. Immunol Today 4: 72) and 
the EB V hybridoma technique to produce human monoclonal antibodies (see, e.g., Cole, et aL, 
1985. In: Monoclonal Antibodies and Cancer Therapy, AlanR. liss, Inc., pp. 77-96). 
Human monoclonal antibodies may be utilized in the practice of the invention and may be 
produced by using human hybridomas (see, e.g., Cote, et aL, 1983. Proc Natl Acad Sci USA 
80: 2026-2030) or by transforming human B-cells with Epstein Barr Virus in vitro (see, e.g. } 
Cole, et aL, 1985. In: Monoclonal Antibodies and Cancer Therapy, Alan R. Iiss, Inc., 
pp. 77-96). Each of the above citations is incorporated herein by reference in their entirety. 

According to the invention, techniques can be adapted for the production of 
single-chain antibodies specific to an MOLX protein (see, e.g., U.S. Patent No. 4,946,778). In 
addition, methods can be adapted for the construction of Fab expression libraries (see, e.g., 
Huse, et al, 1989. Science 246: 1275-1281) to allow rapid and effective identification of 
monoclonal Fab fragments with the desired specificity for an MOLX protein or derivatives, 
fragments, analogs or homologs thereof. Non-human antibodies can be "humanized" by 
techniques well known in the art. See, e.g., U.S. Patent No. 5,225,539. Antibody fragments 
that contain the idiotypes to an MOLX protein may be produced by techniques known in the 
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art including, but not limited to: (i) an F(ab")2 fragment produced by pepsin digestion of an 
antibody molecule; (it) an F a b fragment generated by reducing the disulfide bridges of an 
fragment; (w) an F^ fragment generated by the treatment of the antibody molecule with 
papain and a reducing agent; and (zv) F v fragments. 

5 Additionally, recombinant anti-MOLX antibodies, such as chimeric and humanized 

monoclonal antibodies, comprising both human and non-human portions, which can be made 
using standard recombinant DNA techniques, are within the scope of the invention. Such 
chimeric and humanized monoclonal antibodies can be produced by recombinant DNA 
techniques known in the art, for example using methods described in International Application 

10 No. PCT/US86/02269; European Patent Application No. 184,187; European Patent 

Application No. 171,496; European Patent Application No. 173,494; PCT International 
Publication No. WO 86/01533; U.S. Patent No. 4,816,567; U.S. Pat. No. 5,225,539; European 
Patent Application No. 125,023; Better, et al, 1988. Science 240: 1041-1043; Liu, et al, 1987. 
Proc. Natl Acad. Set USA 84: 3439-3443; Liu, et al, 1987. J. Immunol. 139: 3521-3526; Sun, 

15 et al, 1987. Proc. Natl Acad. Set USA 84: 214-21 8; Nishimura, et al, 1987. Cancer Res. 47: 
999-1005; Wood, et al, 1985. Nature 314 :446-449; Shaw, etal. y 1988. /. Natl Cancer Inst 
80: 15534559); Morrison(1985) Science 2^9:1202-1207; Oi, et al (1986) BioTechniques 
4:214; Jones, et al, 1986. Nature 321: 552-525; Verhoeyan, etal, 1988. Science 239: 1534; 
and Beidler, et al, 1988. J. Immunol 141: 4053-4060. Each of the above citations are 

10 incorporated herein by reference in their entirety. 

In one embodiment, methods for the screening of antibodies that possess the desired 
specificity include, but are not limited to, enzyme-linked immunosorbent assay (ELIS A) and 
other immunologicaUy-mediated techniques known within the art. In a specific embodiment, 
selection of antibodies that are specific to a particular domain of an MOLX protein is 

15 facilitated by generation of hybridomas that bind to the fragment of an MOLX protein 

possessing such a domain. Thus, antibodies that are specific for a desired domain within an 
MOLX protein, or derivatives, fragments, analogs or homologs thereof are also provided 
herein. 

Anti-MOLX antibodies may be used in methods known within the art relating to the 
JO localization and/or quantitation of an MOLX protein (e.g., for use in measuring levels of the 
MOLX protein within appropriate physiological samples, for use in diagnostic methods, for 
use in imaging the protein, and the like). In a given embodiment, antibodies for MOLX 
proteins, or derivatives, fragments, analogs or homologs thereof, that contain the antibody 
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derived binding domain, are utilized as pharmacologically-active compounds (hereinafter 
"Therapeutics"). 

An anti-MOLX antibody (e.g., monoclonal antibody) can be used to isolate an MOLX 
polypeptide by standard techniques, such as affinity chromatography or immunoprecipitation. 

5 An anti-MOLX antibody can facilitate the purification of natural MOLX polypeptide from 
cells and of recombinantly-produced MOLX polypeptide expressed in host cells. Moreover, 
an anti-MOLX antibody can be used to detect MOLX protein (e.g. , in a cellular lysate or cell 
supernatant) in order to evaluate the abundance and pattern of expression of the MOLX 
protein. Anti-MOLX antibodies can be used diagnostically to monitor protein levels in tissue 

1 0 as part of a clinical testing procedure, eg. , to, for example, determine the efficacy of a given 
treatment regimen. Detection can be facilitated by coupling (z.e, physically linking) the 
antibody to a detectable substance. Examples of detectable substances include various 
enzymes, prosthetic groups, fluorescent materials, luminescent materials, bioluminescent 
materials, and radioactive materials. Examples of suitable enzymes include horseradish 

15 peroxidase, alkaline phosphatase, p-galactosidase, or acetylcholinesterase; examples of 

suitable prosthetic group complexes include streptavidii^iotin and avidii^iotin; examples of 
suitable fluorescent materials include umbelliferone, fluorescein, fluorescein isothiocyanate, 
rhodamine, dichlorotriazinylamine fluorescein, dansyl chloride or phycoerythrin; an example 
of a luminescent material includes luminol; examples of bioluminescent materials include 

10 luciferase, luciferin, and aequorin, and examples of suitable radioactive material include l25 I, 
13 V 5 Sor 3 H. 

MOLX Recombinant Expression Vectors and Host Celb 

Another aspect of the invention pertains to vectors, preferably expression vectors, 
15 containing a nucleic acid encoding an MOLX protein, or derivatives, fragments, analogs or 
homologs thereof. As used herein, the term "vector" refers to a nucleic acid molecule capable 
of transporting another nucleic acid to which it has been linked. One type of vector is a 
"plasmid", which refers to a circular double stranded DNA loop into which additional DNA 
segments can be ligated. Another type of vector is a viral vector, wherein additional DNA 
10 segments can be ligated into the viral genome. Certain vectors are capable of autonomous 
replication in a host cell into which they are introduced (e.g., bacterial vectors having a 
bacterial origin of replication and episomal mammalian vectors). Other vectors (e.g, 
non-episomal mammalian vectors) are integrated into the genome of a host cell upon 
introduction into the host cell, and thereby are replicated along with the host genome. 
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Moreover, certain vectors are capable of directing the expression of genes to which they are 
operatively-linked. Such vectors are referred to herein as "expression vectors". In general, 
expression vectors of utility in recombinant DNA techniques are often in the form of plasmids. 
In the present specification, "plasmid" and "vector" can be used interchangeably as the 
plasmid is the most commonly used form of vector. However, the invention is intended to 
include such other forms of expression vectors, such as viral vectors (e.g., replication defective 
retroviruses, adenoviruses and adeno-associaied viruses), which serve equivalent functions. 

The recombinant expression vectors of the invention comprise a nucleic acid of the 
invention in a form suitable for expression of the nucleic acid in a host cell, which means that 
the recombinant expression vectors include one or more regulatory sequences, selected on the 
basis of the host cells to be used for expression, that is operatively-linked to the nucleic acid 
sequence to be expressed. Within a recombinant expression vector, "operably-linked" is 
intended to mean that the nucleotide sequence of interest is linked to the regulatory 
sequence(s) in a manner that allows for expression of the nucleotide sequence (e.g., in an in 
vitro transcription/translation system or in a host cell when the vector is introduced into the 
host cell). 

The term "regulatory sequence" is intended to includes promoters, enhancers and other 
expression control elements (e.g., polyadenylation signals). Such regulatory sequences are 
described, for example, in Goeddel, Gene Expression Technology: Methods in 
Enzymology 185, Academic Press, San Diego, Calif (1990). Regulatory sequences include 
those that direct constitutive expression of a nucleotide sequence in many types of host cell 
arid those that direct expression of the nucleotide sequence only in certain host cells (e.g., 
tissue-specific regulatory sequences). It will be appreciated by those skilled in the art that the 
design of the expression vector can depend on such factors as the choice of the host cell to be 
transformed, the level of expression of protein desired, etc. The expression vectors of the 
invention can be introduced into host cells to thereby produce proteins or peptides, including 
fusion proteins or peptides, encoded by nucleic acids as described herein (e.g., MOLX 
proteins, mutant forms of MOLX proteins, fusion proteins, etc.). 

The recombinant expression vectors of the invention can be designed for expression of 
MOLX proteins in prokaryotic or eukaryotic cells. For example, MOLX proteins can be 
expressed in bacterial cells such as Escherichia coli, insect cells (using baculovirus expression 
vectors) yeast cells or mammalian cells. Suitable host cells are discussed further in Goeddel, 
Gene Expression Technology: Methods in Enzymology 185, Academic Press, San 
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Diego, Calif. (1990). Alternatively, the recombinant expression vector can be transcribed and 
translated in vitro, for example using T7 promoter regulatory sequences and T7 polymerase. 

Expression of proteins in prokaryotes is most often carried out in Escherichia coli with 
vectors containing constitutive or inducible promoters directing the expression of either fusion 
or non-fusion proteins. Fusion vectors add a number of amino acids to a protein encoded 
therein, usually to the amino terminus of the recombinant protein. Such fusion vectors 
typically serve three purposes: (i) to increase expression of recombinant protein; (ii) to 
increase the solubility of the recombinant protein; and (Hi) to aid in the purification of the 
recombinant protein by acting as a ligand in affinity purification. Often, in fusion expression 
vectors, a proteolytic cleavage site is introduced at the junction of the fusion moiety and the 
recombinant protein to enable separation of the recombinant protein from the fusion moiety 
' subsequent to purification of the fusion protein. Such enzymes, and their cognate recognition 
sequences, include Factor Xa, thrombin and enterokinase. Typical fusion expression vectors 
include pGEX (Pharmacia Biotech Inc; Smith and Johnson, 1988. Gene 67: 31-40), pMAL 
(New England Biolabs, Beverly, Mass.) and pRIT5 (Pharmacia, Piscataway, N.J.) that fuse 
glutathione S-transferase (GST), maltose E binding protein, or protein A, respectively, to the 
target recombinant protein. 

Examples of suitable inducible non-fusion E. coli expression vectors include pTrc 
(Amrann etal., (1988) Gene 69:301-315) andpET lid (Studier et al, GENE EXPRESSION 
Technology: Methods in Enzymology 185, Academic Press, San Diego, Calif. (1990) 
60-89). 

One strategy to maximize recombinant protein expression in E. coli is to express the 
protein in a host bacteria with an impaired capacity to proteolytically cleave the recombinant 
protein. See, e.g., Gottesman, GENE EXPRESSION TECHNOLOGY: METHODS IN ENZYMOLOGY 
1 85, Academic Press, San Diego, Calif. (1990) 1 19-128. Another strategy is to alter the 
nucleic acid sequence of the nucleic acid to be inserted into an expression vector so that the 
individual codons for each amino acid are those preferentially utilized in E. coli (see, e.g., 
Wada, et aL, 1992. Nucl Acids Res. 20: 21 1 1-21 1 8). Such alteration of nucleic acid 
sequences of the invention can be carried out by standard DNA synthesis techniques. 

In another embodiment, the MOLX expression vector is a yeast expression vector. 
Examples of vectors for expression in yeast Saccharomyces cerivisae include pYepSecl 
(Baldari, et al, 1987. EMBO J. 6: 229-234), pMFa (Kurjan and Herskowitz, 1982. Cell 30: 
933-943), pJRY88 (Schultz et al., 1987. Gene 54: 1 13-123), pYES2 (Invitrogen Corporation, 
San Diego, Calif), and picZ (InVitrogen Corp, San Diego, Calif). 
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Alternatively, MOLX can be expressed in insect cells using baculovirus expression 
vectors. Baculovirus vectors available for expression of proteins in cultured insect cells (e.g., 
SF9 cells) include the pAc series (Smith, et al., 1983. Mol. Cell. Biol. 3: 2156-2165) and the 
pVL series (Lucklow and Summers, 1989. Virology 170: 31-39). 

5 In yet another embodiment, a nucleic acid of the invention is expressed in mammalian 

cells using a mammalian expression vector. Examples of mammalian expression vectors 
include pCDM8 (Seed, 1 987. Nature 329: 840) and pMT2PC (Kaufinan, et al., 1987. EMBO 
J. 6: 187-195). When used in mammalian cells, the expression vector's control functions are 
often provided by viral regulatory elements. For example, commonly used promoters are 

1 0 derived from polyoma, adenovirus 2, cytomegalovirus, and simian virus 40. For other suitable 
expression systems for both prokaryotic and eukaryotic cells see, e.g., Chapters 16 and 17 of 
Sambrook, et al, MOLECULAR CLONING: A Laboratory Manual. 2nd ed., Cold Spring 
Harbor Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1989. 
In another embodiment, the recombinant mammalian expression vector is capable of 

15 directing expression of the nucleic acid preferentially in a particular cell type (e.g., 

tissue-specific regulatory elements are used to express the nucleic acid). Tissue-specific 
regulatory elements are known in the art. Non-limiting examples of suitable tissue-specific 
promoters include the albumin promoter (liver-specific; Pinkert, et al, 1987. Genes Dev. 1: 
268-277), lymphoid-specific promoters (Calame and Eaton, 1988. Adv. Immunol 43: 

10 235-275), in particular promoters of T cell receptors (Winoto and Baltimore, 1989. EMBO J. 
8: 729-733) and immunoglobulins (Banerji, et al, 1983. Cell 33: 729-740; Queen and 
Baltimore, 1983. Cell 33: 741-748), neuron-specific promoters (e.g., the neurofilament 
promoter; Byrne and Ruddle, 1989. Proc. Natl. Acad. Set USA 86: 5473-5477), 
pancreas-specific promoters (Edlund, et al, 1985. Science 230: 912-916), and mammary 

15 gland-specific promoters (e.g. , milk whey promoter; U.S. Pat. No. 4,873,3 16 and European 
Application Publication No. 264,166). Developmentally-regulated promoters are also 
encompassed, e.g., the murine hox promoters (Kessel and Grass, 1990. Science 249: 374-379) 
and the a-fetoprotein promoter (Campes and Tilghman, 1989. Genes Dev. 3: 537-546). 

The invention further provides a recombinant expression vector comprising a DNA 

JO molecule of the invention cloned into the expression vector in an antisense orientation. That 
is, the DNA molecule is operatively-linked to a regulatory sequence in a manner that allows 
for expression (by transcription of the DNA molecule) of an RNA molecule that is antisense to 
MOLX mRNA Regulatory sequences operatively linked to a nucleic acid cloned in the 
antisense orientation can be chosen that direct the continuous expression of the antisense RNA 
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molecule in a variety of cell types, for instance viral promoters and/or enhancers, or regulatory 
sequences can be chosen that direct constitutive, tissue specific or cell type specific expression 
of antisense RNA. The antisense expression vector can be in the form of a recombinant 
plasmid, phagemid or attenuated virus in which antisense nucleic acids are produced under the 
control of a high efficiency regulatory region, the activity of which can be detennined by the 
cell type into which the vector is introduced For a discussion of the regulation of gene 
expression using antisense genes see, e.g., Weintraub, et aL, "Antisense RNA as a molecular 
tool for genetic analysis," Reviews-Trends in Genetics, Vol 1(1) 1986. 

Another aspect of the invention pertains to host cells into which a recombinant 
expression vector of the invention has been introduced. The terms "host cell" and 
"recombinant host cell" are used interchangeably herein. It is understood that such terms refer 
not only to the particular subject cell but also to the progeny or potential progeny of such a 
cell. Because certain modifications may occur in succeeding generations due to either 
mutation or environmental influences, such progeny may not, in fact, be identical to the parent 
cell, but are still included within the scope of the term as used herein. 

A host cell can be any prokaryotic or eukaryotic cell. For example, MOLX protein can 
be expressed in bacterial cells such as E. colt, insect cells, yeast or mammalian cells (such as 
Chinese hamster ovary cells (CHO) or COS cells). Other suitable host cells are known to 
those skilled in the art. 

Vector DNA can be introduced into prokaryotic or eukaryotic cells via conventional 
transformation or transfection techniques. As used herein, the terms "transformation" and 
"transfection" are intended to refer to a variety of art-recognized techniques for introducing 
foreign nucleic acid (e.g. , DNA) into a host cell, including calcium phosphate or calcium 
chloride co-precipitation, DEAE-dextran-mediated transfection, lipofection, or 
electroporation. Suitable methods for transforming or transfecting host cells can be found in 
Sambrook, et al (Molecular Cloning: A Laboratory Manual. 2nd ed., Cold Spring 
Harbor Laboratory, Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1989), 
and other laboratory manuals. 

For stable transfection of mammalian cells, it is known that, depending upon the 
expression vector and transfection technique used, only a small fraction of cells may integrate 
the foreign DNA into their genome. In order to identify and select these integrants, a gene that 
encodes a selectable marker (e.g., resistance to antibiotics) is generally introduced into the 
host cells along with the gene of interest. Various selectable markers include those that confer 
resistance to drugs, such as G418, hygromycin and methotrexate. Nucleic acid encoding a 
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selectable marker can be introduced into a host cell on the same vector as that encoding 
MOLX or can be introduced on a separate vector. Cells stably transfected with the introduced 
nucleic acid can be identified by drug selection (e.g., cells that have incorporated the 
selectable marker gene will survive, while the other cells die). 
5 A host cell of the invention, such as a prokaryotic or eukaryotic host cell in culture, can 

be used to produce (i.e., express) MOLX protein. Accordingly, the invention further provides 
methods for producing MOLX protein using the host cells of the invention. In one 
embodiment, the method comprises culturing the host cell of invention (into which a 
recombinant expression vector encoding MOLX protein has been introduced) in a suitable 
10 medium such that MOLX protein is produced. In another embodiment, the method further 
comprises isolating MOLX protein from the medium or the host cell. 

Transgenic MOLX Animals 

The host cells of the invention can also be used to produce non-human transgenic 
animals. For example, in one embodiment, a host cell of the invention is a fertilized oocyte or 

15 an embryonic stem cell into which MOLX protein-coding sequences have been introduced. 
Such host cells can then be used to create non-human transgenic animals in which exogenous 
MOLX sequences have been introduced into their genome or homologous recombinant 
animals in which endogenous MOLX sequences have been altered. Such animals are useful 
for studying the function and/or activity of MOLX protein and for identifying and/or 

20 evaluating modulators of MOLX protein activity. As used herein, a "transgenic animaT is a 
non-human animal, preferably a mammal, more preferably a rodent such as a rat or mouse, in 
which one or more of the cells of the animal includes a transgene. Other examples of 
transgenic animals include non-human primates, sheep, dogs, cows, goats, chickens, 
amphibians, etc. A transgene is exogenous DNA that is integrated into the genome of a cell 

25 from which a transgenic animal develops and that remains in the genome of the mature 

animal, thereby directing the expression of an encoded gene product in one or more cell types 
or tissues of the transgenic animal. As used herein, a ,f homologous recombinant animal" is a 
non-human animal, preferably a mammal, more preferably a mouse, in which an endogenous 
MOLX gene has been altered by homologous recombination between the endogenous gene 

30 and an exogenous DNA molecule introduced into a cell of the animal, e.g. , an embryonic cell 
of the animal, prior to development of the animal. 

A transgenic animal of the invention can be created by introducing MOLX-encoding 
nucleic acid into the male pronuclei of a fertilized oocyte (e.g., by microinjection, retroviral 
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infection) and allowing the oocyte to develop in a pseudopregnant female foster animal. The 
human MOLX cDNA sequences of SEQ ID NOS:l, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, and 23 
can be introduced as a transgene into the genome of a non-human animal. Alternatively, a 
non-human homologue of the human MOLX gene, such as a mouse MOLX gene, can be 
isolated based on hybridization to the human MOLX cDNA (described further supra) and used 
as a transgene. Intronic sequences and polyadenylation signals can also be included in the . 
transgene to increase the efficiency of expression of the transgene. A tissue-specific 
regulatory sequence(s) can be operably-linked to the MOLX transgene to direct expression of 
MOLX protein to particular cells. Methods for generating transgenic animals via embryo 
manipulation and microinjection, particularly animals such as mice, have become 
conventional in the art and are described, for example, in U.S. Patent Nos. 4,736,866; 
4,870,009; and 4,873,191; andHogan, 1986. In: MANIPULATING THE MOUSE EMBRYO, Cold 
Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y. Similar methods are used for 
production of other transgenic animals. A transgenic founder animal can be identified based 
upon the presence of the MOLX transgene in its genome and/or expression of MOLX mKNA 
in tissues or cells of the animals. A transgenic founder animal can then be used to breed 
additional animals carrying the transgene. Moreover, transgenic animals carrying a transgene- 
encoding MOLX protein can further be bred to other transgenic animals carrying other 
transgenes. 

To create a homologous recombinant animal, a vector is prepared which contains at 
least a portion of an MOLX gene into which a deletion, addition or substitution has been 
introduced to thereby alter, e.g. 9 functionally disrupt, the MOLX gene. The MOLX gene can 
be a human gene (e.g., the cDNA of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23), 
but more preferably, is a non-human homologue of a human MOLX gene. For example, a 
mouse homologue ofhuman MOLX gene of SEQ ID NOS: 1,3, 5, 7, 9, 11, 13, 15, 17, 19,21, 
and 23 can be used to construct a homologous recombination vector suitable for altering an 
endogenous MOLX gene in the mouse genome. In one embodiment, the vector is designed 
such that, upon homologous recombination, the endogenous MOLX gene is functionally 
disrupted (i.e., no longer encodes a functional protein; also referred to as a "knock out" 
vector). 

Alternatively, the vector can be designed such that, upon homologous recombination, 
the endogenous MOLX gene is mutated or otherwise altered but still encodes functional 
protein , the upstream regulatory region can be altered to thereby alter the expression of 
the endogenous MOLX protein). In the homologous recombination vector, the altered portion 
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of the MOLX gene is flanked at its 5 - and 3 f -termini by additional nucleic acid of the MOLX 
gene to allow for homologous recombination to occur between the exogenous MOLX gene 
carried by the vector and an endogenous MOLX gene in an embryonic stem cell. The 
additional flanking MOLX nucleic acid is of sufficient length for successful homologous 

5 recombination with the endogenous gene. Typically, several kilobases of flanking DNA (both 
at the 5 f - and 3 ? -termini) are included in the vector. See, e.g., Thomas, et al., 1987. Cell 51: 
503 for a description of homologous recombination vectors. The vector is ten introduced into 
an embryonic stem cell line (e.g., by electroporation) and cells in which the introduced MOLX 
gene has homologously-recombined with the endogenous MOLX gene are selected. See, e.g., 

10 Li, et al, 1992. Cell 69: 915. 

The selected cells are then injected into a blastocyst of an animal (e.g. 9 a mouse) to 
form aggregation chimeras. See, e.g., Bradley, 1987. In: TERATOCARCINOMAS and 
Embryonic Stem Cells: A Practical Approach, Robertson, ed. IRL, Oxford, pp. 113-152. 
A chimeric embryo can then be implanted into a suitable pseudopregnant female foster animal 

1 5 and the embryo brought to term. Progeny harboring the homologously-recombined DNA in 
their germ cells can be used to breed animals in which all cells of the animal contain the 
homologously-recombined DNA by gennline transmission of the transgene. Methods for 
constructing homologous recombination vectors and homologous recombinant animals are 
described further in Bradley, 1991. Curr. Opin. Biotechnol 2: 823-829; PCT International 

10 Publication Nos.: WO 90/11354; WO 91/01140; WO 92/0968; and WO 93/04169. 

In another embodiment, transgenic non-humans animals can be produced that contain 
selected systems that allow for regulated expression of the transgene. One example of such a 
system is the cre/loxP recombinase system of bacteriophage PI. For a description of the 
cre/loxP recombinase system, See, e.g, Lakso, et al, 1992. Proc. Natl Acad. Set USA 89: 

IS 6232-6236. Another example of a recombinase system is the FLP recombinase system of 

Saccharomyces cerevisiae. See, O'Gorman, et al. 9 1991. Science 251:1351-1355. IfacreAoxP 
recombinase system is used to regulate expression of the transgene, animals containing 
transgenes encoding both the Cre recombinase and a selected protein are required. Such 
animals can be provided through the construction of "double" transgenic animals, e.g., by 

JO mating two transgenic animals, one containing a transgene encoding a selected protein and the 
other containing a transgene encoding a recombinase. 

Clones of the non-human transgenic animals described herein can also be produced 
according to the methods described in Wilmut, et al, 1997. Nature 385: 810-813. In brief, a 
cell (e.g., a somatic cell) from the transgenic animal can be isolated and induced to exit the 
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growth cycle and enter G 0 phase. The quiescent cell can then be fused, eg. , through the use of 
electrical pulses, to an enucleated oocyte from an animal of the same species from which the 
quiescent cell is isolated. The reconstructed oocyte is then cultured such that it develops to 
morula or blastocyte and then transferred to pseudopregnant female foster animal. The 
offspring borne of this female foster animal will be a clone of the animal from which the cell 
(e.g., the somatic cell) is isolated. 

Pharmaceutical Compositions 

The MOLX nucleic acid molecules, MOLX proteins, and anti-MOLX antibodies (also 
referred to herein as "active compounds") of the invention, and derivatives, fragments, analogs 
and homologs thereof can be incorporated into pharmaceutical compositions suitable for 
administration. Such compositions typically comprise the nucleic acid molecule, protein, or 
antibody and a pharmaceutically acceptable carrier. As used herein, "pharmaceutically 
acceptable carrier" is intended to include any and all solvents, dispersion media, coatings, 
antibacterial and antifungal agents, isotonic and absorption delaying agents, and the like, 
compatible with pharmaceutical administration. Suitable carriers are described in the most 
recent edition of Remington's Pharmaceutical Sciences, a standard reference text in the field, 
which is incorporated herein by reference. Preferred examples of such carriers or diluents 
include, but are not limited to, water, saline, finger's solutions, dextrose solution, and 5% 
human serum albumin. liposomes and non-aqueous vehicles such as fixed oils may also be 
used. The use of such media and agents for pharmaceutically active substances is well known 
in the art. Except insofar as any conventional media or agent is incompatible with the active 
compound, use thereof in the compositions is contemplated. Supplementary active 
compounds can also be incorporated into the compositions. 

A pharmaceutical composition of the invention is formulated to be compatible with its 
intended route of administration. Examples of routes of administration include parenteral, 
e.g., intravenous, intradermal, subcutaneous, oral (e.g., inhalation), transdermal (i.e., topical), 
transmucosal, and rectal administration. Solutions or suspensions used for parenteral, 
intradermal, or subcutaneous application can include the following components: a sterile 
diluent such as water for injection, saline solution, fixed oils, polyethylene glycols, glycerine, 
propylene glycol or other synthetic solvents; antibacterial agents such as benzyl alcohol or 
methyl parabens; antioxidants such as ascorbic acid or sodium bisulfite; chelating agents such 
as ethyienediaminetetraacetic acid (EDTA); buffers such as acetates, citrates or phosphates, 
and agents for the adjustment of tonicity such as sodium chloride or dextrose. The pH can be 
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adjusted with acids or bases, such as hydrochloric acid or sodium hydroxide. The parenteral 
preparation can be enclosed in ampoules, disposable syringes or multiple dose vials made of 
glass or plastic. 

Pharmaceutical compositions suitable for injectable use include sterile aqueous 

5 solutions (where water soluble) or dispersions and sterile powders for the extemporaneous 
preparation of sterile injectable solutions or dispersion. For intravenous administration, 
suitable carriers include physiological saline, bacteriostatic water, Cremophor EL™ (BASF, 
Parsippany, N J.) or phosphate buffered saline (PBS). In all cases, the composition must be 
sterile and should be fluid to the extent that easy syringeability exists. It must be stable under 

1 0 the conditions of manufacture and storage and must be preserved against the contaminating 
action of microorganisms such as bacteria and fungi- The carrier can be a solvent or 
dispersion medium containing, for example, water, ethanol, polyol (for example, glycerol, 
propylene glycol, and liquid polyethylene glycol, and the like), and suitable mixtures thereof. 
The proper fluidity can be maintained, for example, by the use of a coating such as lecithin, by 

1 5 the maintenance of the required particle size in the case of dispersion and by the use of 
surfactants. Prevention of the action of microorganisms can be achieved by various 
antibacterial and antifungal agents, for example, parabens, chlorobutanol, phenol, ascorbic 
acid, thimerosal, and the like. In many cases, it will be preferable to include isotonic agents, 
for example, sugars, polyalcohols such as manitol, sorbitol, sodium chloride in the 

iO composition. Prolonged absorption of the injectable compositions can be brought about by 
including in the composition an agent which delays absorption, for example, aluminum 
monostearate and gelatin. 

Sterile injectable solutions can be prepared by incorporating the active compound {e.g., 
an MOLX protein or anti-MOLX antibody) in the required amount in an appropriate solvent 

15 with one or a combination of ingredients enumerated above, as required, followed by filtered 
sterilization. Generally, dispersions are prepared by incorporating the active compound into a 
sterile vehicle that contains a basic dispersion medium and the required other ingredients from 
those enumerated above. In the case of sterile powders for the preparation of sterile injectable 
solutions, methods of preparation are vacuum drying and freeze-drying that yields a powder of 

50 the active ingredient plus any additional desired ingredient from a previously sterile-filtered 
solution thereof. 

Oral compositions generally include an inert diluent or an edible carrier. They can be 
enclosed in gelatin capsules or compressed into tablets. For the purpose of oral therapeutic 
administration, the active compound can be incorporated with excipients and used in the form 
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of tablets, troches, or capsules. Oral compositions can also be prepared using a fluid carrier 
for use as a mouthwash, wherein the compound in the fluid carrier is applied orally and 
swished and expectorated or swallowed. Pharmaceutically compatible binding agents, and/or 
adjuvant materials can be included as part of the composition. The tablets, pills, capsules, 
troches and the like can contain any of the following ingredients, or compounds of a similar 
nature: a binder such as macrocrystalline cellulose, gum tragacanth or gelatin; an excipient 
such as starch or lactose, a disintegrating agent such as alginic acid, Primogel, or corn starch; a 
lubricant such as magnesium stearate or Sterotes; a glidant such as colloidal silicon dioxide; a 
sweetening agent such as sucrose or saccharin; or a flavoring agent such as peppermint, 
methyl salicylate, or orange flavoring. 

For administration by inhalation, the compounds are delivered in the form of an 
aerosol spray from pressured container or dispenser which contains a suitable propellant, eg., 
a gas such as carbon dioxide, or a nebulizer. 

Systemic administration can also be by transmucosal or transdermal means. For 
transmucosal or transdermal administration, penetrants appropriate to the barrier to be 
permeated are used in the formulation. Such penetrants are generally known in the art, and 
include, for example, for transmucosal administration, detergents, bile salts, and fasidic acid 
derivatives. Transmucosal administration can be accomplished through the use of nasal sprays 
or suppositories. For transdermal administration, the active compounds are formulated into 
ointments, salves, gels, or creams as generally known in the art 

The compounds can also be prepared in the form of suppositories (e.g. , with 
conventional suppository bases such as cocoa butter and other glycerides) or retention enemas 
for rectal delivery. 

In one embodiment, the active compounds are prepared with carriers that will protect 
the compound against rapid elimination from the body, such as a controlled release 
formulation, including implants and microencapsulated delivery systems. Biodegradable, 
biocompatible polymers can be used, such as ethylene vinyl acetate, polyanhydrides, 
polyglycolic acid, collagen, polyorthoesters, and polylactic acid. Methods for preparation of 
such formulations will be apparent to those skilled in the art. The materials can also be 
obtained commercially from Alza Corporation and Nova Pharmaceuticals, Inc. Liposomal 
suspensions (including liposomes targeted to infected cells with monoclonal antibodies to viral 
antigens) can also be used as pharmaceutically acceptable carriers. These can be prepared 
according to methods known to those skilled in the art, for example, as described in U.S. 
Patent No. 4,522,811. 
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It is especially advantageous to formulate oral or parenteral compositions in dosage 
unit form for ease of administration and uniformity of dosage. Dosage unit form as used 
herein refers to physically discrete units suited as unitary dosages for the subject to be treated; 
each unit containing a predetermined quantity of active compound calculated to produce the 

5 desired therapeutic effect in association with the required pharmaceutical carrier. The 

specification for the dosage unit forms of the invention are dictated by and directly dependent 
on the unique characteristics of the active compound and the particular therapeutic effect to be 
achieved, and the limitations inherent in the art of compounding such an active compound for 
the treatment of individuals. 

10 The nucleic acid molecules of the invention can be inserted into vectors and used as 

gene therapy vectors. Gene therapy vectors can be delivered to a subject by, for example, 
intravenous injection, local administration {see, e.g., U.S. Patent No. 5,328,470) or by 
stereotactic injection (see, e.g., Chen, et a/., 1994. Proc. Natl. Acad. Sci. USA 91: 3054-3057). 
The pharmaceutical preparation of the gene therapy vector can include the gene therapy vector 

15 in an acceptable diluent, or can comprise a slow release matrix in which the gene delivery 

vehicle is imbedded. Alternatively, where the complete gene delivery vector can be produced 
intact from recombinant cells, e.g., retroviral vectors, the pharmaceutical preparation can 
include one or more cells that produce the gene delivery system. 

The pharmaceutical compositions can be included in a container, pack, or dispenser 

10 together with instructions for administration. 

Screening and Detection Methods 

The isolated nucleic acid molecules of the invention can be used to express MOLX 
protein (e.g., via a recombinant expression vector in a host cell in gene therapy applications), 
to detect MOLX mRNA (e.g., in a biological sample) or a genetic lesion in an MOLX gene, 

15 and to modulate MOLX activity, as described further, below. In addition, the MOLX proteins 
can be used to screen drugs or compounds that modulate the MOLX protein activity or 
expression as well as to treat disorders characterized by insufficient or excessive production of 
MOLX protein or production of MOLX protein forms that have decreased or aberrant activity 
compared to MOLX wild-type protein (e.g.\ diabetes (regulates insulin release); obesity (binds 

JO and transport lipids); metabolic disturbances associated with obesity, the metabolic syndrome 
X as well as anorexia and wasting disorders associated with chronic diseases and various 
cancers, and infectious disease(possesses anti-microbial activity) and the various 
dyslipidemias. In addition, the anti-MOLX antibodies of the invention can be used to detect 
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and isolate MOLX proteins and modulate MOLX activity. In yet a further aspect, the 
invention can be used in methods to influence appetite, absorption of nutrients and the 
disposition of metabolic substrates in both a positive and negative fashion. 

The invention further pertains to novel agents identified by the screening assays 
described herein and uses thereof for treatments as described, supra. 

Screening Assays 

The invention provides a method (also referred to herein as a "screening assay 1 ') for 
identifying modulators, ie., candidate or test compounds or agents (e.g., peptides, 
peptidomimetics, small molecules or other drugs) that bind to MOLX proteins or have a 
stimulatory or inhibitory effect on, e.g., MOLX protein expression or MOLX protein activity. 
The invention also includes compounds identified in the screening assays described herein. 

In one embodiment, the invention provides assays for screening candidate or test 
compounds which bind to or modulate the activity of the membrane-bound form of an MOLX 
protein or polypeptide or biologically-active portion thereof. The test compounds of the 
invention can be obtained using any of the numerous approaches in combinatorial library 
methods known in the art, including: biological libraries; spatially addressable parallel solid 
phase or solution phase libraries; synthetic library methods requiring deconvolution; the 
"one-bead one-compound" library method; and synthetic library methods using affinity 
chromatography selection. The biological library approach is limited to peptide libraries, 
while the other four approaches are applicable to peptide, non-peptide oligomer or small 
molecule libraries of compounds. See, e.g., Lam, 1997. Anticancer Drug Design 12: 145. 

A "small molecule" as used herein, is meant to refer to a composition that has a 
molecular weight of less than about 5 kD and most preferably less than about 4 kD. Small 
molecules can be, e.g., nucleic acids, peptides, polypeptides, peptidomimetics, carbohydrates, 
lipids or other organic or inorganic molecules. Libraries of chemical and/or biological 
mixtures, such as fungal, bacterial, or algal extracts, are known in the art and can be screened 
with any of the assays of the invention. 

Examples of methods for the synthesis of molecular libraries can be found in the art, 
for example in: DeWitt, et al., 1993. Proa Natl. Acad. Sci. U.S.A 90: 6909; Bib, et al, 1994. 
Proc. Natl Acad. Sci. U.SA 91: 1 1422; Zuckermann, et al, 1994. J. MecL Chem. 37: 2678; 
Cho, et al, 1993. Science 261: 1303; Cairell, et al, 1994. Angew. Chem. Int. Ed. Engl 33: 
2059; Carell, et al., 1994. Angew. Chem. Int. Ed Engl 33: 2061; and Gallop, et al, 1994. J. 
Med Chem. 37: 1233. 
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Libraries of compounds may be presented in solution (eg., Houghten, 1992. 
Biotechniques 13: 412-421), or on beads (Lam, 1991. Nature 354: 82-84), on chips (Fodor, 
1993. Nature 364: 555-556), bacteria (Ladner, U.S. Patent No. 5,223,409), spores (Ladner, 
U.S. Patent 5,233,409), plasmids (Cull, et aL, 1992. Proa Natl Acad, ScL USA 89: 
5 18654869) or on phage (Scott and Smith, 1990. Science 249: 386-390; Devlin, 1990. Science 
249: 404-406; Cwirla, et aL, 1990. Proa Natl Acad. ScL USA. 87: 6378-6382; Felici, 1991. 
7. MoL Biol 222: 301-310; Ladner, U.S. Patent No. 5,233,409.). 

In one embodiment, an assay is a cell-based assay in which a cell which expresses a 
membrane-bound form of MOLX protein, or a biologically-active portion thereof, on the cell 

10 surface is contacted with a test compound and the ability of the test compound to bind to an 
MOLX protein determined. The cell, for example, can of mammalian origin or a yeast cell. 
Determining the ability of the test compound to bind to the MOLX protein can be 
accomplished, for example, by coupling the test compound with a radioisotope or enzymatic 
label such that binding of the test compound to the MOLX protein or biologically-active 

1 5 portion thereof can be determined by detecting the labeled compound in a complex. For 

example, test compounds can be labeled with l2S I 9 35 S, l4 C, or 3 H, either directly or indirectly, 
and the radioisotope detected by direct counting of radioemission or by scintillation counting. 
Alternatively, test compounds can be enzymatically-labeled with, for example, horseradish 
peroxidase, alkaline phosphatase, or luciferase, and the enzymatic label detected by 

10 determination of conversion of an appropriate substrate to product. In one embodiment, the 
assay comprises contacting a cell which expresses a membrane-bound form of MOLX protein, 
or a biologically-active portion thereof, on the cell surface with a known compound which 
binds MOLX to form an assay mixture, contacting the assay mixture with a test compound, 
and determining the ability of the test compound to interact with an MOLX protein, wherein 

15 determining the ability of the test compound to interact with an MOLX protein comprises 
detennining the ability of the test compound to preferentially bind to MOLX protein or a 
biologically-active portion thereof as compared to the known compound. 

In another embodiment, an assay is a cell-based assay comprising contacting a cell 
expressing a membrane-bound form of MOLX protein, or a biologically-active portion 

50 thereof, on the cell surface with a test compound and determining the ability of the test 
compound to modulate (e.g., stimulate or inhibit) the activity of the MOLX protein or 
biologically-active portion thereof. Determining the ability of the test compound to modulate 
the activity of MOLX or a biologically-active portion thereof can be accomplished, for 
example, by determining the ability of the MOLX protein to bind to or interact with an MOLX 
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target molecule. As used herein, a "target molecule" is a molecule with which an MOLX 
protein binds or interacts in nature, for example, a molecule on the surface of a cell which 
expresses an MOLX interacting protein, a molecule on the surface of a second cell, a molecule 
in the extracellular milieu, a molecule associated with the internal surface of a cell membrane 
or a cytoplasmic molecule. An MOLX target molecule can be a non-MOLX molecule or an 
MOLX protein or polypeptide of the invention. In one embodiment, an MOLX target 
molecule is a component of a signal transduction pathway that facilitates transduction of an 
extracellular signal (e.g. a signal generated by binding of a compound to a membrane-bound 
MOLX molecule) through the cell membrane and into the cell. The target, for example, can 
be a second intercellular protein that has catalytic activity or a protein that facilitates the 
association of downstream signaling molecules with MOLX. 

Determining the ability of the MOLX protein to bind to or interact with an MOLX 
target molecule can be accomplished by one of the methods described above for determining 
direct binding. In one embodiment, determining the ability of the MOLX protein to bind to or 
interact with an MOLX target molecule can be accomplished by determining the activity of 
the target molecule. For example, the activity of the target molecule can be determined by 
detecting induction of a cellular second messenger of the target (L e. intracellular Ca , 
diacylglycerol, EP 3 , etc.), detecting catalytic/enzymatic activity of the target an appropriate 
substrate, detecting the induction of a reporter gene (comprising an MOLX-responsive 
regulatory element operatively linked to a nucleic acid encoding a detectable marker, e.g., 
luciferase), or detecting a cellular response, for example, cell survival, cellular differentiation, 
or cell proliferation. 

In yet another embodiment, an assay of the invention is a cell-free assay comprising 
contacting an MOLX protein or biologically-active portion thereof with a test compound and 
determining the ability of the test compound to bind to the MOLX protein or biologically- 
active portion thereof Binding of the test compound to the MOLX protein can be determined 
either directly or indirectly as described above. In one such embodiment, the assay comprises 
contacting the MOLX protein or biologically-active portion thereof with a known compound 
which binds MOLX to form an assay mixture, contacting the assay mixture with a test 
compound, and determining the ability of the test compound to interact with an MOLX 
protein, wherein determining the ability of the test compound to interact with an MOLX 
protein comprises determining the ability of the test compound to preferentially bind to 
MOLX or biologically-active portion thereof as compared to the known compound 
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In still another embodiment, an assay is a cell-free assay comprising contacting MOLX 
protein or biologically-active portion thereof with a test compound and determining the ability 
of the test compound to modulate (e.g. stimulate or inhibit) the activity of the MOLX protein 
or biologically-active portion thereof. Determining the ability of the test compound to 

5 modulate the activity of MOLX can be accomplished, for example, by detennining the ability 
of the MOLX protein to bind to an MOLX target molecule by one of the methods described 
above for determining direct binding. In an alternative embodiment, determining the ability of 
the test compound to modulate the activity of MOLX protein can be accomplished by 
determining the ability of the MOLX protein further modulate an MOLX target molecule. For 

10 example, the catalytic/enzymatic activity of the target molecule on an appropriate substrate 
can be determined as described, supra. 

In yet another embodiment, the cell-free assay comprises contacting the MOLX protein 
or biologically-active portion thereof with a known compound which binds MOLX protein to 
form an assay mixture, contacting the assay mixture with a test compound, and detennining 

. 5 the ability of the test compound to interact with an MOLX protein, wherein determining the 
ability of the test compound to interact with an MOLX protein comprises determining the 
ability of the MOLX protein to preferentially bind to or modulate the activity of an MOLX 
target molecule. 

The cell-free assays of the invention are amenable to use of both the soluble form or 
10 the membrane-bound form of MOLX protein. In the case of cell-free assays comprising the 
membrane-bound form of MOLX protein, it may be desirable to utilize a solubilizing agent 
such that the membrane-bound form of MOLX protein is maintained in solution. Examples of 
such solubilizing agents include non-ionic detergents such as n-octylglucoside, 
n-dodecylglucoside, n-dodecylmaltoside, octanoyl-N-methylglucamide, 
15 decanoyl-N-methylglucamide, Triton® X-100, Triton® X-l 14, Thesit®, 

Isotridecypoly(ethylene glycol ether) n , N-dodecyl--N,N-dimethyl-3-ammomo-l-propane 
sulfonate, 3-(3-cholamidopropyl) dimethylamminiol-l-propane sulfonate (CHAPS), or 
3-(3-cholaniidopropyl)dimethylamminiol-2-hydroxy-l -propane sulfonate (CHAPS O). 

In more than one embodiment of the above assay methods of the invention, it maybe 
!0 desirable to immobilize either MOLX protein or its target molecule to facilitate separation of 
complexed from uncomplexed forms of one or both of the proteins, as well as to accommodate 
automation of the assay. Binding of a test compound to MOLX protein, or interaction of 
MOLX protein with a target molecule in the presence and absence of a candidate compound, 
can be accomplished in any vessel suitable for containing the reactants. Examples of such 
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vessels include microliter plates, test tubes, and micro-centrifuge tubes. In one embodiment, a 
fusion protein can be provided that adds a domain that allows one or both of the proteins to be 
bound to a matrix. For example, GST-MOLX fusion proteins or GST-target fusion proteins 
can be adsorbed onto glutathione sepharose beads (Sigma Chemical, St Louis, MO) or 
glutathione derivatized microtiter plates, that are then combined with the test compound or the 
test compound and either the non-adsorbed target protein or MOLX protein, and the mixture is 
incubated under conditions conducive to complex formation (e.g. 9 at physiological conditions 
for salt and pH). Following incubation, the beads or microtiter plate wells are washed to 
remove any unbound components, the matrix immobilized in the case of beads, complex 
determined either directly or indirectly, for example, as described, supra. Alternatively, the 
complexes can be dissociated from the matrix, and the level of MOLX protein binding or 
activity determined using standard techniques. 

Other techniques for immobilizing proteins on matrices can also be used in the 
screening assays of the invention. For example, either the MOLX protein or its target 
molecule can be immobilized utilizing conjugation of biotin and streptavidin. Biotinylated 
MOLX protein or target molecules can be prepared from biotin-NHS 
(N-hydroxy-succinimide) using techniques well-known within the art (e.g. 9 biotinylation kit, 
Pierce Chemicals, Rockford, HI.), and immobilized in the wells of streptavidin-coated 96 well 
plates (Pierce Chemical). Alternatively, antibodies reactive with MOLX protein or target 
molecules, but which do not interfere with binding of the MOLX protein to its target molecule, 
can be derivatized to the wells of the plate, and unbound target or MOLX protein trapped in 
the wells by antibody conjugation. Methods for detecting such complexes, in addition to those 
described above for the GST-immobilized complexes, include immunodetection of complexes 
using antibodies reactive with the MOLX protein or target molecule, as well as enzyme-linked 
assays that rely on detecting an enzymatic activity associated with the MOLX protein or target 
molecule. 

In another embodiment, modulators of MOLX protein expression are identified in a 
method wherein a cell is contacted with a candidate compound and the expression of MOLX 
mRNA or protein in the cell is detennined. The level of expression of MOLX mRNA or 
protein in the presence of the candidate compound is compared to the level of expression of 
MOLX mRNA or protein in the absence of the candidate compound. The candidate 
compound can then be identified as a modulator of MOLX mRNA or protein expression based 
upon this comparison. For example, when expression of MOLX mRNA or protein is greater 
(Le., statistically significantly greater) in the presence of the candidate compound than in its 
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absence, the candidate compound is identified as a stimulator of MOLX mRNA or protein 
expression. Alternatively, when expression of MOLX mRNA or protein is less (statistically 
significantly less) in the presence of the candidate compound than in its absence, the candidate 
compound is identified as an inhibitor of MOLX mRNA or protein expression. The level of 
MOLX mRNA or protein expression in the cells can be determined by methods described 
herein for detecting MOLX mRNA or protein. 

In yet another aspect of the invention, the MOLX proteins can be used as "bait 
proteins" in a two-hybrid assay or three hybrid assay (see, e.g., U.S. Patent No. 5^283^317; 
Zervos, et al, 1993. Cell 72: 223-232; Madura, et al, 1993. /. Biol Chem. 268: 12046-12054; 
Bartel, et al, 1993. Biotechniques 14: 920-924; Iwabuchi, et al, 1993. Oncogene 8: 
1693-1696; and Brent WO 94/10300), to identify other proteins that bind to or interact with 
MOLX ("MOLX-binding proteins" or M MOLX-bp") and modulate MOLX activity. Such 
MOLX-binding proteins are also likely to be involved in the propagation of signals by the 
MOLX proteins as, for example, upstream or downstream elements of the MOLX pathway. 

The two-hybrid system is based on the modular nature of most transcription factors, 
which consist of separable DNA-binding and activation domains. Briefly, the assay utilizes 
two different DNA constructs. In one construct, the gene that codes for MOLX is fused to a 
gene encoding the DNA binding domain of a known transcription factor (e.g., GAL-4). In the 
other construct, a DNA sequence, from a library of DNA sequences, that encodes an 
unidentified protein ("prey" or "sample") is fused to a gene that codes for the activation 
domain of the known transcription factor. If the "bait" and the "prey" proteins are able to 
interact, in vivo, forming an MOLX-dependent complex, the DNA-binding and activation 
domains of the transcription factor are brought into close proximity. This proximity allows 
transcription of a reporter gene (e.g., LacZ) that is operably linked to a transcriptional 
regulatory site responsive to the transcription factor. Expression of the reporter gene can be 
detected and cell colonies containing the functional transcription factor can be isolated and 
used to obtain the cloned gene that encodes the protein which interacts with MOLX. 

The invention further pertains to novel agents identified by the aforementioned 
screening assays and uses thereof for treatments as described herein. 

Detection Assays 

Portions or fragments of the cDNA sequences identified herein (and the corresponding 
complete gene sequences) can be used in numerous ways as polynucleotide reagents. By way 
of example, and not of limitation, these sequences can be used to: (0 map their respective 
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genes on a chromosome; and, thus, locate gene regions associated with genetic disease; (zi) 
identify an individual from a minute biological sample (tissue typing); and (iii) aid in forensic 
identification of a biological sample. Some of these applications are described in the 
subsections, below. 

5 

Chromosome Mapping 

Once the sequence (or a portion of the sequence) of a gene has been isolated, this 
sequence can be used to map the location of the gene on a chromosome. This process is called 
chromosome mapping. Accordingly, portions or fragments of the MOLX sequences, SEQ ID 

10 NOS: 1, 3, 5, 7, 9, 1 1, 13, 15, 17, 19, 21, and 23, or fragments or derivatives thereof, can be 
used to map the location of the MOLX genes, respectively, on a chromosome. The mapping 
of the MOLX sequences to chromosomes is an important first step in correlating these 
sequences with genes associated with disease. 

Briefly, MOLX genes can be mapped to chromosomes by preparing PGR primers 

15 (preferably 15-25 bp in length) from the MOLX sequences. Computer analysis of the MOLX, 
sequences can be used to rapidly select primers that do not span more than one exon in the 
genomic DNA, thus complicating the amplification process. These primers can then be used 
for PCR screening of somatic cell hybrids containing individual human chromosomes. Only 
those hybrids containing the human gene corresponding to the MOLX sequences will yield an 

20 amplified fragment 

Somatic cell hybrids are prepared by fusing somatic cells from different mammals 
(e.g., human and mouse cells). As hybrids of human and mouse cells grow and divide, they 
gradually lose human chromosomes in random order, but retain the mouse chromosomes. By 
using media in which mouse cells cannot grow, because they lack a particular enzyme, but in 

25 which human cells can, the one human chromosome that contains the gene encoding the 
needed enzyme will be retained. By using various media, panels of hybrid cell lines can be 
established. Each cell line in a panel contains either a single human chromosome or a small 
number of human chromosomes, and a full set of mouse chromosomes, allowing easy 
mapping of individual genes to specific human chromosomes. See, e.g., D'Eustachio, et ah y 

30 1983. Science 220: 919-924. Somatic cell hybrids containing only fragments of human 
chromosomes can also be produced by using human chromosomes with translocations and 
deletions. 

PCR mapping of somatic cell hybrids is a rapid procedure for assigning a particular 
sequence to a particular chromosome. Three or more sequences can be assigned per day using 

134 



WO 02/06339 



PCT/US01/21249 



a single thermal cycler. Using the MOLX sequences to design oligonucleotide primers, sub- 
localization can be achieved with panels of fragments from specific chromosomes. 

Fluorescence in situ hybridization (FISH) of a DNA sequence to a metaphase 
chromosomal spread can further be used to provide a precise chromosomal location in one 

5 step. Chromosome spreads can be made using cells whose division has been blocked in 
metaphase by a chemical like colcemid that disrupts the mitotic spindle. The chromosomes 
can be treated briefly with trypsin, and thai stained with Giemsa. A pattern of light and dark 
bands develops on each chromosome, so that the chromosomes can be identified individually. 
The FISH technique can be used with a DNA sequence as short as 500 or 600 bases. 

10 However, clones larger than 1,000 bases have a higher likelihood of binding to a unique 

chromosomal location with sufficient signal intensity for simple detection. Preferably 1,000 
bases, and more preferably 2,000 bases, will suffice to get good results at a reasonable amount 
of time. For a review of this technique, see, Verma, et al, Human Chromosomes: A 
Manual of Basic Techniques (Pergamon Press, New York 1988). 

1 5 Reagents for chromosome mapping can be used individually to mark a single 

chromosome or a single site on that chromosome, or panels of reagents can be used for 
marking multiple sites and/or multiple chromosomes. Reagents corresponding to noncoding 
regions of the genes actually are preferred for mapping purposes. Coding sequences are more 
likely to be conserved within gene families, thus increasing the chance of cross hybridizations 

10 during chromosomal mapping. 

Once a sequence has been mapped to a precise chromosomal location, the physical 
position of the sequence on the chromosome can be correlated with genetic map data. Such 
data are found, e.g., in McKusick, Mendelian Inheritance in Man, available on-line 
through Johns Hopkins University Welch Medical Library). The relationship between genes 

15 and disease, mapped to the same chromosomal region, can then be identified through linkage 
analysis (co-inheritance of physically adjacent genes), described in, e.g., Egeland, et aL 9 1987. 
Nature, 325: 783-787. 

Moreover, differences in the DNA sequences between individuals affected and 
unaffected with a disease associated with the MOLX gene, can be determined. If a mutation is 

50 observed in some or all of the affected individuals but not in any unaffected individuals, then 
the mutation is likely to be the causative agent of the particular disease. Comparison of 
affected and unaffected individuals generally involves first looking for structural alterations in 
the chromosomes, such as deletions or translocations that are visible from chromosome 
spreads or detectable using PCR based on that DNA sequence. Ultimately, complete 
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sequencing of genes from several individuals can be performed to confirm the presence of a 
mutation and to distinguish mutations from polymorphisms. 

Tissue Typing 

5 The MOLX sequences of the invention can also be used to identify individuals from 

minute biological samples. In this technique, an individual's genomic DNA is digested with 
one or more restriction enzymes, and probed on a Southern blot to yield unique bands for 
identification. The sequences of the invention are useful as additional DNA markers for RFLP 
("restriction fragment length polymorphisms," described in U.S. Patent No. 5,272,057). 

1 0 Furthermore, the sequences of the invention can be used to provide an alternative 

technique that determines the actual base-by-base DNA sequence of selected portions of an 
individual's genome. Thus, the MOLX sequences described herein can be used to prepare two 
PCR primers from the 5- and y-termini of the sequences. These primers can then be used to 
amplify an individual's DNA and subsequently sequence it 

1 5 Panels of corresponding DNA sequences from individuals, prepared in this manner, 

can provide unique individual identifications, as each individual will have a unique set of such 
DNA sequences due to allelic differences. The sequences of the invention can be used to 
obtain such identification sequences from individuals and from tissue. The MOLX sequences 
of the invention uniquely represent portions of the human genome. Allelic variation occurs to 

10 some degree in the coding regions of these sequences, and to a greater degree in the noncoding 
regions. It is estimated that allelic variation between individual humans occurs with a 
frequency of about once per each 500 bases. Much of the allelic variation is due to single 
nucleotide polymorphisms (SNPs), which include restriction fragment length polymorphisms 
(RFLPs). 

15 Each of the sequences described herein can, to some degree, be used as a standard 

against which DNA from an individual can be compared for identification purposes. Because 
greater numbers of polymorphisms occur in the noncoding regions, fewer sequences are 
necessary to differentiate individuals. The noncoding sequences can comfortably provide 
positive individual identification with a panel of perhaps 10 to 1,000 primers that each yield a 

10 noncoding amplified sequence of 100 bases. If predicted coding sequences, such as those in 
SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23 are used, amore appropriate number 
of primers for positive individual identification would be 500-2,000. 
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Predictive Medicine 

The invention also pertains to the field of predictive medicine in which diagnostic 
assays, prognostic assays, pharmacogenomics, and monitoring clinical trials are used for 
prognostic (predictive) purposes to thereby treat an individual prophylactically. Accordingly, 
one aspect of the invention relates to diagnostic assays for determining MOLX protein and/or 
nucleic acid expression as well as MOLX activity, in the context of a biological sample (e.g., 
blood, serum, cells, tissue) to thereby determine whether an individual is afflicted with a 
disease or disorder, or is at risk of developing a disorder, associated with aberrant MOLX 
expression or activity. The disorders include metabolic disorders, diabetes, obesity, infectious 
disease, anorexia, cancer-associated cachexia, cancer, neurodegenerative disorders, 
Alzheimer's Disease, Parkinson's Disorder, immune disorders, and hematopoietic disorders, 
and the various dyslipidemias, metabolic disturbances associated with obesity, the metabolic 
syndrome X and wasting disorders associated with chronic diseases and various cancers. The 
invention also provides for prognostic (or predictive) assays for determining whether an 
individual is at risk of developing a disorder associated with MOLX protein, nucleic acid 
expression or activity. For example, mutations in an MOLX gene can be assayed in a 
biological sample. Such assays can be used for prognostic or predictive purpose to thereby 
prophylactically treat an individual prior to the onset of a disorder characterized by or 
associated with MOLX protein, nucleic acid expression, or biological activity. 

Another aspect of the invention provides methods for determining MOLX protein, 
nucleic acid expression or activity in an individual to thereby select appropriate therapeutic or 
prophylactic agents for that individual (referred to herein as "phaimacogenomics"). 
Pharmacogenomics allows for the selection of agents (e.g., drugs) for therapeutic or 
prophylactic treatment of an individual based on the genotype of the individual (e.g., the 
genotype of the individual examined to determine the ability of the individual to respond to a 
particular agent.) 

Yet another aspect of the invention pertains to monitoring the influence of agents (e.g., 
drugs, compounds) on the expression or activity of MOLX in clinical trials. 

These and other agents are described in further detail in the following sections. 

Diagnostic Assays 

An exemplary method for detecting the presence or absence of MOLX in a biological 
sample involves obtaining a biological sample from a test subject and contacting the biological 
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sample with a compound or an agent capable of detecting MOLX protein or nucleic acid (e.g., 
mRNA, genomic DNA) that encodes MOLX protein such that the presence of MOLX is 
detected in the biological sample. An agent for detecting MOLX mRNA or genomic DNA is a 
labeled nucleic acid probe capable of hybridizing to MOLX mRNA or genomic DNA. The 
nucleic acid probe can be, for example, a full-length MOLX nucleic acid, such as the nucleic 
acid of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, or a portion thereof such as 
an oligonucleotide of at least 15, 30, 50, 100, 250 or 500 nucleotides in length and sufficient to 
specifically hybridize under stringent conditions to MOLX mRNA or genomic DNA. Other 
suitable probes for use in the diagnostic assays of the invention are described herein. 

An agent for detecting MOLX protein is an antibody capable of binding to MOLX 
protein, preferably an antibody with a detectable label Antibodies can be polyclonal, or more 
preferably, monoclonal. An intact antibody, or a fragment thereof (eg., Fab or ^ab^) can be 
used. The term "labeled", with regard to the probe or antibody, is intended to encompass 
direct labeling of the probe or antibody by coupling (ie, physically linking) a detectable 
substance to the probe or antibody, as well as indirect labeling of the probe or antibody by 
reactivity with another reagent that is directly labeled. Examples of indirect labeling include 
detection of a primary antibody using a fluorescently-labeled secondary antibody and 
end-labeling of a DNA probe with biotin such that it can be detected with fluorescently- 
labeled streptavidin. The term "biological sample" is intended to include tissues, cells and 
biological fluids isolated from a subject, as well as tissues, cells and fluids present within a 
subject. That is, the detection method of the invention can be used to detect MOLX mRNA, 
protein, or genomic DNA in a biological sample in vitro as well as in vivo. For example, in 
vitro techniques for detection of MOLX mRNA include Northern hybridizations and in situ 
hybridizations. In vitro techniques for detection of MOLX protein include enzyme linked 
immunosorbent assays (ELISAs), Western blots, immunoprecipitations, and 
immunofluorescence. In vitro techniques for detection of MOLX genomic DNA include 
Southern hybridizations. Furthermore, in vivo techniques for detection of MOLX protein 
include introducing into a subject a labeled anti-MOLX antibody. For example, the antibody 
can be labeled with a radioactive marker whose presence and location in a subject can be 
detected by standard imaging techniques. 

In one embodiment, the biological sample contains protein molecules from the test 
subject. Alternatively, the biological sample can contain mRNA molecules from the test 
subject or genomic DNA molecules from the test subject. A preferred biological sample is a 
peripheral blood leukocyte sample isolated by conventional means from a subject. 
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In another embodiment, the methods further involve obtaining a control biological 
sample from a control subject, contacting the control sample with a compound or agent 
capable of detecting MOLX protein, mRNA, or genomic DNA, such that the presence of 
MOLX protein, mRNA or genomic DNA is detected in the biological sample, and comparing 
5 the presence of MOLX protein, mRNA or genomic DNA in the control sample with the 
presence of MOLX protein, mRNA or genomic DNA in the test sample. 

The invention also encompasses kits for detecting the presence of MOLX in a 
biological sample. For example, the kit can comprise: a labeled compound or agent capable of 
detecting MOLX protein or mRNA in a biological sample; means for determining the amount 
10 of MOLX in the sample; and means for comparing the amount of MOLX in the sample with a 
standard. The compound or agent can be packaged in a suitable container. The kit can further 
comprise instructions for using the kit to detect MOLX protein or nucleic acid. 

Prognostic Assays 

15 The diagnostic methods described herein can furthermore be utilized to identify 

subjects having or at risk of developing a disease or disorder associated with aberrant MOLX 
expression or activity. For example, the assays described herein, such as the preceding 
diagnostic assays or the following assays, can be utilized to identify a subject having or at risk 
of developing a disorder associated with MOLX protein, nucleic acid expression or activity. 

10 Alternatively, the prognostic assays can be utilized to identify a subject having or at risk for 
developing a disease or disorder. Thus, the invention provides a method for identifying a 
disease or disorder associated with aberrant MOLX expression or activity in which a test 
sample is obtained from a subject and MOLX protein or nucleic acid (e.g., mRNA, genomic 
DNA) is detected, wherein the presence of MOLX protein or nucleic acid is diagnostic for a 

15 subject having or at risk of developing a disease or disorder associated with aberrant MOLX 
expression or activity. As used herein, a "test sample" refers to a biological sample obtained 
from a subject of interest. For example, a test sample can be a biological fluid (e.g. 9 serum), 
cell sample, or tissue. 

Furthermore, the prognostic assays described herein can be used to determine whether 
10 a subject can be administered an agent {e.g. , an agonist, antagonist, peptidomimetic, protein, 
peptide, nucleic acid, small molecule, or other drug candidate) to treat a disease or disorder 
associated with aberrant MOLX expression or activity. For example, such methods can be 
used to determine whether a subject can be effectively treated with an agent for a disorder. 
Thus, the invention provides methods for determining whether a subject can be effectively 
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treated with an agent for a disorder associated with aberrant MOLX expression or activity in 
which a test sample is obtained and MOLX protein or nucleic acid is detected (e.g., wherein 
the presence of MOLX protein or nucleic acid is diagnostic for a subject that can be 
administered the agent to treat a disorder associated with aberrant MOLX expression or 
activity). 

The methods of the invention can also be used to detect genetic lesions in an MOLX 
gene, thereby determining if a subject with the lesioned gene is at risk for a disorder 
characterized by aberrant cell proliferation and/or differentiation. In various embodiments, the 
methods include detecting, in a sample of cells from the subject, the presence or absence of a 
genetic lesion characterized by at least one of an alteration affecting the integrity of a gene 
encoding an MOLX-protein, or the misexpression of the MOLX gene. For example, such 
genetic lesions can be detected by ascertaining the existence of at least one of: (i) a deletion of 
one or more nucleotides from an MOLX gene; (»*) an addition of one or more nucleotides to an 
MOLX gene; (in) a substitution of one or more nucleotides of an MOLX gene, (*v) a 
chromosomal rearrangement of an MOLX gene; (v) an alteration in the level of a messenger 
RNA transcript of an MOLX gene, (vi) aberrant modification of an MOLX gene, such as of 
the methylation pattern of the genomic DNA, (vii) the presence of a non-wild-type splicing 
pattern of a messenger RNA transcript of an MOLX gene, (viii) a non-wild-type level of an 
MOLX protein, (ix) allelic loss of an MOLX gene, and (x) inappropriate post-translational 
modification of an MOLX protein. As described herein, there are a large number of assay 
techniques known in the art which can be used for detecting lesions in an MOLX gene. A 
preferred biological sample is a peripheral blood leukocyte sample isolated by conventional 
means from a subject. However, any biological sample containing nucleated cells may be 
used, including, for example, buccal mucosal cells. 

In certain embodiments, detection of the lesion involves the use of a probe/primer in a 
polymerase chain reaction (PCR) (see, e.g., U.S. Patent Nos. 4,683,195 and 4,683,202), such 
as anchor PCR or RACE PCR, or, alternatively, in a ligation chain reaction (LCR) (see, e.g., 
Landegran,efa/., 1988. Science 241: 1077-1080; and Nakazawa, et a/., 1994. Proc. Natl 
Acad. Set USA 91 : 360-364), the latter of which can be particularly useful for detecting point 
mutations in the MOLX-gene (see, Abravaya, et al. y 1995. NucL Acids Res. 23: 675-682). 
This method can include the steps of collecting a sample of cells from a patient, isolating 
nucleic acid (e.g., genomic, mRNA or both) from the cells of the sample, contacting the 
nucleic acid sample with one or more primers that specifically hybridize to an MOLX gene 
under conditions such that hybridization and amplification of the MOLX gene (if present) 
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occurs, and detecting the presence or absence of an amplification product, or detecting the size 
of the amplification product and comparing the length to a control sample. It is anticipated 
that PCR and/or LCR may be desirable to use as a preliminary amplification step in 
conjunction with any of the techniques used for detecting mutations described herein 

5 Alternative amplification methods include: self sustained sequence replication (see, 

Guatelli, etal, 1990. Proc. Natl Acad. Sci. USA 87: 1874-1878), transcriptional amplification 
system (see, Kwoh, et al. 9 1989. Proc. Natl Acad. Set USA 86: 1173-1177); QP RepUcase 
(see, Lizardi, et al, 1988. BioTechnology 6: 1 197), or any other nucleic acid amplification 
method, followed by the detection of the amplified molecules using techniques well known to 

1 0 those of skill in the art. These detection schemes are especially useful for the detection of 
nucleic acid molecules if such molecules are present in very low numbers. 

In an alternative embodiment, mutations in an MOLX gene from a sample cell can be 
identified by alterations in restriction enzyme cleavage patterns. For example, sample and 
control DNA is isolated, amplified (optionally), digested with one or more restriction 

1 5 endonucleases, and fragment length sizes are determined by gel electrophoresis and compared. 
Differences in fragment length sizes between sample and control DNA indicates mutations in 
the sample DNA. Moreover, the use of sequence specific ribozymes (see, e.g., U.S. Patent 
No. 5,493,531) can be used to score for the presence of specific mutations by development or 
loss of a ribozyme cleavage site. 

10 In other embodiments, genetic mutations in MOLX can be identified by hybridizing a 

sample and control nucleic acids, e.g., DNA or RNA, to high-density arrays containing 
hundreds or thousands of oligonucleotides probes. See, e.g, Cronin, et al, 1996. Human 
Mutation 7: 244-255; Kozal, et al., 1996. Nat Med. 2: 753-759. For example, genetic 
mutations in MOLX can be identified in two dimensional arrays containing light-generated 

15 DNA probes as described in Cronin, et al, supra. Briefly, a first hybridization array of probes 
can be used to scan through long stretches of DNA in a sample and control to identify base 
changes between the sequences by making linear arrays of sequential overlapping probes. 
This step allows the identification of point mutations. This is followed by a second 
hybridization array that allows the characterization of specific mutations by using smaller, 

50 specialized probe arrays complementary to all variants or mutations detected. Each mutation 
array is composed of parallel probe sets, one complementary to the wild-type gene and the 
other complementary to the mutant gene. 

In yet another embodiment, any of a variety of sequencing reactions known in the art 
can be used to directly sequence the MOLX gene and detect mutations by comparing the 
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sequence of the sample MOLX with the corresponding wild-type (control) sequence. 
Examples of sequencing reactions include those based on techniques developed by Maxim and 
Gilbert, 1977. Proc. Natl Acad. Sci. USA 74: 560 or Sanger, 1977. Proc. Natl Acad. Set USA 
74: 5463. It is also contemplated that any of a variety of automated sequencing procedures 
can be utilized when performing the diagnostic assays {see, e.g, Naeve, et aL, 1995. 
Biotechniques 19: 448), including sequencing by mass spectrometry (see, e.g., PCT 
International Publication No. WO 94/16101; Cohen, et al, 1996. Adv. Chromatography 36: 
127-162; and Griffin, et al, 1993. Appl Biochem. Biotechnol 38: 147-159). 

Other methods for detecting mutations in the MOLX gene include methods in which 
protection from cleavage agents is used to detect mismatched bases in RNA/RNA or 
RNA/DNA heteroduplexes. See, e.g., Myers, etal 9 1985. Science 230: 1242. In general, the 
art technique of "mismatch cleavage" starts by providing heteroduplexes of formed by 
hybridizing (labeled) RNA or DNA containing the wild-type MOLX sequence with potentially 
mutant RNA or DNA obtained from a tissue sample. The double-stranded duplexes are 
treated with an agent that cleaves single-stranded regions of the duplex such as which will 
exist due to basepair mismatches between the control and sample strands. For instance, 
RNA/DNA duplexes can be treated with RNase and DNA/DNA hybrids treated with Si 
nuclease to enzymatically digesting the mismatched regions. In other embodiments, either 
DNA/DNA or RNA/DNA duplexes can be treated with hydroxylamine or osmium tetroxide 
and with piperidine in order to digest mismatched regions. After digestion of the mismatched 
regions, the resulting material is then separated by size on denaturing polyacrylamide gels to 
determine the site of mutation. See, e.g., Cotton, et al, 1988. Proc. Natl Acad. Set USA 85: 
4397; Saleeba, et al, 1992. Methods Enzymol 217: 286-295. In an embodiment, the control 
DNA or RNA can be labeled for detection. 

In still another embodiment, the mismatch cleavage reaction employs one or more 
proteins that recognize mismatched base pairs in double-stranded DNA (so called "DNA 
mismatch repair" enzymes) in defined systems for detecting and mapping point mutations in 
MOLX cDNAs obtained from samples of cells. For example, the mutY enzyme of E. coli 
cleaves A at G/A mismatches and the thymidine DNA giycosylase from HeLa cells cleaves T 
at G/T mismatches. See, e.g., Hsu, et al, 1994. Carcinogenesis 15: 1657-1662. According to 
an exemplary embodiment, a probe based on an MOLX sequence, e.g. 9 a wild-type MOLX 
sequence, is hybridized to a cDNA or other DNA product from a test cell(s). The duplex is 
treated with a DNA mismatch repair enzyme, and the cleavage products, if any, can be 
detected from electrophoresis protocols or the like. See, e.g., U.S. Patent No. 5,459,039. 
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In other embodiments, alterations in electrophoretic mobility will be used to identify 
mutations in MOLX genes. For example, single strand conformation polymorphism (SSCP) 
may be used to detect differences in electrophoretic mobility between mutant and wild type 
nucleic acids. See, e.g, Orita, et aL, 1989. Proa Natl Acad. Set USA: 86: 2766; Cotton, 
1993. Mutat. Res. 285: 125-144; Hayashi, 1992. Genet. Anal. Tech. Appl. 9: 73-79. 
Single-stranded DNA fragments of sample and control MOLX nucleic acids will be denatured 
and allowed to renature. The secondary structure of single-stranded nucleic acids varies 
according to sequence, the resulting alteration in electrophoretic mobility enables the detection 
of even a single base change. The DNA fragments may be labeled or detected with labeled 
probes. The sensitivity of the assay may be enhanced by using RNA (rather than DNA), in 
which the secondary structure is more sensitive to a change in sequence. In one embodiment, 
the subject method utilizes heteroduplex analysis to separate double stranded heteroduplex 
molecules on the basis of changes in electrophoretic mobility. See, e.g., Keen, et al. 9 1991. 
Trends Genet. 7: 5. 

In yet another embodiment, the movement of mutant or wild-type fragments in 
polyacrylamide gels containing a gradient of denaturant is assayed using denaturing gradient 
gel electrophoresis (DGGE). See, e.g., Myers, et aL, 1985. Nature 313: 495. When DGGE is 
used as the method of analysis, DNA will be modified to insure that it does not completely 
denature, for example by adding a GC clamp of approximately 40 bp of high-melting GC-rich 
DNA by PCR. In a further embodiment, a temperature gradient is used in place of a 
denaturing gradient to identify differences in the mobility of control and sample DNA. See, 
e.g. f Rosenbaum andReissner, 1987. Biophys. Chem. 265: 12753. 

Examples of other techniques for detecting point mutations include, but are not limited 
to, selective oligonucleotide hybridization, selective amplification, or selective primer 
extension. For example, oligonucleotide primers may be prepared in which the known 
mutation is placed centrally and then hybridized to target DNA under conditions that permit 
hybridization only if a perfect match is found. See, e.g., Saiki, et al. y 1986. Nature 324: 163; 
Saiki, et al., 1989. Proc. Natl. Acad. Sci. USA 86: 6230. Such allele specific oligonucleotides 
are hybridized to PCR amplified target DNA or a number of different mutations when the 
oligonucleotides are attached to the hybridizing membrane and hybridized with labeled target 
DNA 

Alternatively, allele specific amplification technology that depends on selective PCR 
amplification may be used in conjunction with the instant invention. Oligonucleotides used as 
primers for specific amplification may carry the mutation of interest in the center of the 
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molecule (so that amplification depends on differential hybridization; see, e.g., Gibbs, et aL, 
1989. NucL Acids Res. 17: 2437-2448) or at the extreme S-terminus of one primer where, 
under appropriate conditions, mismatch can prevent, or reduce polymerase extension (see, e.g, 
Prossner, 1993. Tibtech. 1 1 : 238). In addition it may be desirable to introduce a novel 
5 restriction site in the region of the mutation to create cleavage-based detection. See, e.g., 
Gasparini, et aL, 1992. Mol. Cell Probes 6: 1. It is anticipated that in certain embodiments 
amplification may also be performed using Taq ligase for amplification. See, e.g., Barany, 
1991. Proc. Natl. Acad. Sci. USA 88: 189. In such cases, ligation will occur only if there is a 
perfect match at the 3 f -terminus of the 5' sequence, making it possible to detect the presence of 

10 a known mutation at a specific site by looking for the presence or absence of amplification. 
The methods described herein may be performed, for example, by utilizing 
pre-packaged diagnostic kits comprising at least one probe nucleic acid or antibody reagent 
described herein, which may be conveniently used, e.g., in clinical settings to diagnose 
patients exhibiting symptoms or family history of a disease or illness involving an MOLX 

15 gene. 

Furthermore, any cell type or tissue, preferably peripheral blood leukocytes, in which 
MOLX is expressed may be utilized in the prognostic assays described herein. However, any 
biological sample containing nucleated cells may be used, including, for example, buccal 
mucosal cells. 

JO 

Pharmacogenetics 

Agents, or modulators that have a stimulatory or inhibitory effect on MOLX activity 
(e.g., MOLX gene expression), as identified by a screening assay described herein can be 
administered to individuals to treat (prophylactically or therapeutically) disorders (The 

25 disorders include metabolic disorders, diabetes, obesity, infectious disease, anorexia, cancer- 
associated cachexia, cancer, neurodegenerative disorders, Alzheimer's Disease, Parkinson's 
Disorder, immune disorders, and hematopoietic disorders, and the various dyslipidemias, 
metabolic disturbances associated with obesity, the metabolic syndrome X and wasting 
disorders associated with chronic diseases and various cancers.) In conjunction with such 

JO treatment, the pharmacogenomics (i.e., the study of the relationship between an individual's 
genotype and that individual's response to a foreign compound or drug) of the individual may 
be considered. Differences in metabolism of therapeutics can lead to severe toxicity or 
therapeutic failure by altering the relation between dose and blood concentration of the 
pharmacologically active drug. Thus, the pharmacogenomics of the individual permits the 
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selection of effective agents (e.g., drugs) for prophylactic or therapeutic treatments based on a 
consideration of the individual's genotype. Such phaimacogenomics can further be used to 
determine appropriate dosages and therapeutic regimens. Accordingly, the activity of MOLX 
protein, expression of MOLX nucleic acid, or mutation content of MOLX genes in an 

5 individual can be determined to thereby select appropriate agent(s) for therapeutic or 
prophylactic treatment of the individual. 

Pharmacogenomics deals with clinically significant hereditary variations in the 
response to drugs due to altered drug disposition and abnormal action in affected persons. See 
e.g., Eichelbaum, 1996. Clin. Exp. Pharmacol Physiol., 23: 983-985; Linder, 1997. Clin. 

' 0 Chem., 43: 254-266. In general, two types of pharmacogenetic conditions can be 

differentiated Genetic conditions transmitted as a single factor altering the way drugs act on 
the body (altered drug action) or genetic conditions transmitted as single factors altering the 
way the body acts on drugs (altered drug metabolism). These pharmacogenetic conditions can 
occur either as rare defects or as polymorphisms. For example, glucose-6-phosphate 

1 5 dehydrogenase (G6PD) deficiency is a common inherited enzymopathy in which the main 
clinical complication is hemolysis after ingestion of oxidant drugs (anti-malarials, 
sulfonamides, analgesics, nitrofiirans) and consumption of fava beans. 

As an illustrative embodiment, the activity of drug metabolizing enzymes is a major 
determinant of both the intensity and duration of drug action. The discovery of genetic 

10 polymorphisms of drug metabolizing enzymes (e.g., N-acetyltransferase 2 (NAT 2) and 

cytochrome P450 enzymes CYP2D6 and CYP2C19) has provided an explanation as to why 
some patients do not obtain the expected drug effects or show exaggerated drug response and 
serious toxicity after taking the standard and safe dose of a drug. These polymorphisms are 
expressed in two phenotypes in the population, the extensive metabolizer (EM) and poor 

15 metabolizer (PM). The prevalence ofPM is different among different populations. For 

example, the gene coding for CYP2D6 is highly polymorphic and several mutations have been 
identified in PM, which all lead to the absence of functional CYP2D6. Poor metabolizers of 
CYP2D6 and CYP2C19 quite frequently experience exaggerated drug response and side 
effects when they receive standard doses. If a metabolite is the active therapeutic moiety, PM 

JO show no therapeutic response, as demonstrated for the analgesic effect of codeine mediated by 
its CYP2D6-formed metabolite morphine. At the other extreme are the so called ultra-rapid 
metabolizers who do not respond to standard doses. Recently, the molecular basis of 
ultra-rapid metabolism has been identified to be due to CYP2D6 gene amplification. 
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Thus, the activity of MOLX protein, expression of MOLX nucleic acid, or mutation 
content of MOLX genes in an individual can be determined to thereby select appropriate 
agent(s) for therapeutic or prophylactic treatment of the individual. In addition, 
phannacogenetic studies can be used to apply genotyping of polymorphic alleles encoding 
5 drug-metabolizing enzymes to the identification of an individual's drug responsiveness 
phenotype. This knowledge, when applied to dosing or drug selection, can avoid adverse 
reactions or therapeutic failure and thus enhance therapeutic or prophylactic efficiency when 
treating a subject with an MOLX modulator, such as a modulator identified by one of the 
exemplary screening assays described herein. 

10 

Monitoring of Effects During Clinical Trials 

Monitoring the influence of agents (e.g. 9 drugs, compounds) on the expression or 
activity of MOLX (e.g., the ability to modulate aberrant cell proliferation and/or 
differentiation) can be applied not only in basic drug screening, but also in clinical trials. For 

i 5 example, the effectiveness of an agent determined by a screening assay as described herein to 
increase MOLX gene expression, protein levels, or upregulate MOLX activity, can be 
monitored in clinical trails of subjects exhibiting decreased MOLX gene expression, protein 
levels, or downregulated MOLX activity. Alternatively, the effectiveness of an agent 
determined by a screening assay to decrease MOLX gene expression, protein levels, or 

10 downregulate MOLX activity, can be monitored in clinical trails of subjects exhibiting 
increased MOLX gene expression, protein levels, or upregulated MOLX activity. In such 
clinical trials, the expression or activity of MOLX and, preferably, other genes that have been 
implicated in, for example, a cellular proliferation or immune disorder can be used as a "read 
out" or markers of the immune responsiveness of a particular cell. 

25 By way of example, and not of limitation, genes, including MOLX, that are modulated 

in cells by treatment with an agent (e.g., compound, drug or small molecule) that modulates 
MOLX activity (e.g., identified in a screening assay as described herein) can be identified. 
Thus, to study the effect of agents on cellular proliferation disorders, for example, in a clinical 
trial, cells can be isolated and RNA prepared and analyzed for the levels of expression of 

10 MOLX and other genes implicated in the disorder. The levels of gene expression (/.e., a gene 
expression pattern) can be quantified by Northern blot analysis or RT-PCR, as described 
herein, or alternatively by measuring the amount of protein produced, by one of the methods 
as described herein, or by measuring the levels of activity of MOLX or other genes. In this 
manner, the gene expression pattern can serve as a marker, indicative of the physiological 
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response of the cells to the agent Accordingly, this response state may be determined before, 
and at various points during, treatment of the individual with the agent. 

In one embodiment, the invention provides a method for monitoring the effectiveness 
of treatment of a subject with an agent {e.g., an agonist, antagonist, protein, peptide, 

5 peptidomimetic, nucleic acid, small molecule, or other drug candidate identified by the 

screening assays described herein) comprising the steps of (i) obtaining a pre-administration 
sample from a subject prior to administration of the agent; (it) detecting the level of expression 
of an MOLX protein, mRNA, or genomic DNA in the preadministration sample; (Hi) 
obtaining one or more post-administration samples from the subject; (zv) detecting the level of 

10 expression or activity of the MOLX protein, mRNA, or genomic DNA in the 

post-administration samples; (v) comparing the level of expression or activity of the MOLX 
protein, mRNA, or genomic DNA in the pre-administration sample with the MOLX protein, 
mRNA, or genomic DNA in the post administration sample or samples; and (vi) altering the 
administration of the agent to the subject accordingly. For example, increased administration 

15 of the agent may be desirable to increase the expression or activity of MOLX to higher levels 
than detected, to increase the effectiveness of the agent. Alternatively, decreased 
administration of the agent may be desirable to decrease expression or activity of MOLX to 
lower levels than detected, ie., to decrease the effectiveness of the agent 

Methods of Treatment 

i0 The invention provides for both prophylactic and therapeutic methods of treating a 

subject at risk of (or susceptible to) a disorder or having a disorder associated with aberrant 
MOLX expression or activity. The disorders include cardiomyopathy, atherosclerosis, 
hypertension, congenital heart defects, aortic stenosis, atrial septal defect (ASD), 
atrioventricular (A-V) canal defect, ductus arteriosus, pulmonary stenosis, subaortic stenosis, 

15 ventricular septal defect (VSD), valve diseases, tuberous sclerosis, scleroderma, obesity, 
transplantation, adrenoleukodystrophy, congenital adrenal hyperplasia, prostate cancer, 
neoplasm; adenocarcinoma, lymphoma, uterus cancer, fertility, hemophilia, hypercoagulation, 
idiopathic thrombocytopenic purpura, immunodeficiencies, graft versus host disease, AIDS, 
bronchial asthma, Crohn's disease; multiple sclerosis, treatment of Albright Hereditary 

JO Osteodystrophy, and other diseases, disorders and conditions of the like. 

These methods of treatment will be discussed more fully, below. 
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Disease and Disorders 

Diseases and disorders that are characterized by increased (relative to a subject not 
suffering from the disease or disorder) levels or biological activity may be treated with 
Therapeutics that antagonize (i.e., reduce or inhibit) activity. Therapeutics that antagonize 
activity may be administered in a therapeutic or prophylactic manner. Therapeutics that may 
be utilized include, but are not limited to: (z) an aforementioned peptide, or analogs, 
derivatives, fragments or homologs thereof; (ii) antibodies to an aforementioned peptide; (Hi) 
nucleic acids encoding an aforementioned peptide; (zv) administration of antisense nucleic acid 
and nucleic acids that are "dysfunctional* 5 (i.e., due to a heterologous insertion within the 
coding sequences of coding sequences to an aforementioned peptide) that are utilized to 
"knockout" endoggenous function of an aforementioned peptide by homologous 
recombination (see, e.g., Capecchi, 1989. Science 244: 1288-1292); or (v) modulators ( z.e, 
inhibitors, agonists and antagonists, including additional peptide mimetic of the invention or 
antibodies specific to a peptide of the invention) that alter the interaction between an 
aforementioned peptide and its binding partner. 

Diseases and disorders that are characterized by decreased (relative to a subject not 
suffering from the disease or disorder) levels or biological activity may be treated with 
Therapeutics that increase (i.e. 9 are agonists to) activity. Therapeutics that upregulate activity 
may be administered in a therapeutic or prophylactic manner. Therapeutics that may be 
utilized include, but are not limited to, an aforementioned peptide, or analogs, derivatives, 
fragments or homologs thereof; or an agonist that increases bioavailability. 

Increased or decreased levels can be readily detected by quantifying peptide and/or 
RNA, by obtaining a patient tissue sample (e.g., from biopsy tissue) and assaying it in vitro for 
RNA or peptide levels, structure and/or activity of the expressed peptides (or mRNAs of an 
aforementioned peptide). Methods that are well-known within the art include, but are not 
limited to, immunoassays (e.g., by Western blot analysis, immunoprecipitation followed by 
sodium dodecyl sulfate (SDS) polyacrylamide gel electrophoresis, immunocytochemistry, etc.) 
and/or hybridization assays to detect expression of mRNAs (e.g., Northern assays, dot blots, in 
situ hybridization, and the like). 

Prophylactic Methods 

In one aspect, the invention provides a method for preventing, in a subject, a disease or 
condition associated with an aberrant MOLX expression or activity, by administering to the 
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subject an agent that modulates MOLX expression or at least one MOLX activity. Subjects at 
risk for a disease that is caused or contributed to by aberrant MOLX expression or activity can 
be identified by, for example, any or a combination of diagnostic or prognostic assays as 
described herein. Administration of a prophylactic agent can occur prior to the manifestation 
5 of symptoms characteristic of the MOLX aberrancy, such that a disease or disorder is 

prevented or, alternatively, delayed in its progression. Depending upon the type of MOLX 
aberrancy, for example, an MOLX agonist or MOLX antagonist agent can be used for treating 
the subject The appropriate agent can be determined based on screening assays described 
herein. The prophylactic methods of the invention are further discussed in the following 
10 subsections. 

Therapeutic Methods 

Another aspect of the invention pertains to methods of modulating MOLX expression 
or activity for therapeutic purposes. The modulatory method of the invention involves 

15 contacting a cell with an agent that modulates one or more of the activities of MOLX protein 
activity associated with the cell. An agent that modulates MOLX protein activity can be an 
agent as described herein, such as a nucleic acid or a protein, a naturally-occuriing cognate 
ligand of an MOLX protein, a peptide, an MOLX peptidomimetic, or other small molecule. In 
one embodiment, the agent stimulates one or more MOLX protein activity. Examples of such 

10 stimulatory agents include active MOLX protein and a nucleic acid molecule encoding MOLX 
that has been introduced into the cell. In another embodiment, the agent inhibits one or more 
MOLX protein activity. Examples of such inhibitory agents include antisense MOLX nucleic 
acid molecules and anti-MOLX antibodies. These modulatory methods can be performed in 
vitro [e.g., by culturing the cell with the agent) or, alternatively, in vivo {e.g., by administering 

15 the agent to a subject). As such, the invention provides methods of treating an individual 
afflicted with a disease or disorder characterized by aberrant expression or activity of an 
MOLX protein or nucleic acid molecule. In one embodiment, the method involves 
administering an agent (e.g., an agent identified by a screening assay described herein), or 
combination of agents that modulates (e,g y up-regulates or down-regulates) MOLX expression 

10 or activity. In another embodiment, the method involves administering an MOLX protein or 
nucleic acid molecule as therapy to compensate for reduced or aberrant MOLX expression or 
activity. 

Stimulation of MOLX activity is desirable in situations in which MOLX is abnormally 
downregulated and/or in which increased MOLX activity is likely to have a beneficial effect. 
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One example of such a situation is where a subject has a disorder characterized by aberrant 
cell proliferation and/or differentiation (e.g., cancer or immune associated disorders). Another 
example of such a situation is where the subject has a gestational disease preclampsia). 

Determination of the Biological Effect of the Therapeutic 

In various embodiments of the invention, suitable in vitro or in vivo assays are 
performed to determine the effect of a specific Therapeutic and whether its administration is 
indicated for treatment of the affected tissue. 

In various specific embodiments, in vitro assays may be performed with representative 
cells of the type(s) involved in the patient's disorder, to determine if a given Therapeutic exerts 
the desired effect upon the cell type(s). Compounds for use in therapy may be tested in 
suitable animal model systems including, but not limited to rats, mice, chicken, cows, 
monkeys, rabbits, and the like, prior to testing in human subjects. Similarly, for in vivo 
testing, any of the animal model system known in the art may be used prior to administration 
to human subjects. 

Prophylactic and Therapeutic Uses of the Compositions of the Invention 

The MOLX nucleic acids and proteins of the invention are useful in potential 
prophylactic and therapeutic applications implicated in a variety of disorders including, but not 
limited to: metabolic disorders, diabetes, obesity, infectious disease, anorexia, cancer- 
associated cancer, neurodegenerative disorders, Alzheimer's Disease, Parkinson's Disorder, 
immune disorders, hematopoietic disorders, and the various dyslipidemias, metabolic 
disturbances associated with obesity, the metabolic syndrome X and wasting disorders 
associated with chronic diseases and various cancers. 

As an example, a cDNA encoding the MOLX protein of the invention may be useful in 
gene therapy, and the protein may be useful when administered to a subject in need thereof. 
By way of non-limiting example, the compositions of the invention will have efficacy for 
treatment of patients suffering from: metabolic disorders, diabetes, obesity, infectious disease, 
anorexia, cancer-associated cachexia, cancer, neurodegenerative disorders, Alzheimer's 
.Disease, Parkinson's Disorder, immune disorders, hematopoietic disorders, and the various 
dyslipidemias. 

Both the novel nucleic acid encoding the MOLX protein, and the MOLX protein of the 

invention, or fragments thereof; may also be useftd in diagnostic applications, wherein the 

presence or amount of the nucleic acid or the protein are to be assessed. A further use could 

be as an anti-bacterial molecule (i.e., some peptides have been found to possess anti-bacterial 
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properties). These materials are further useful in the generation of antibodies which 
immunospecifically-bind to the novel substances of the invention for use in therapeutic or 
diagnostic methods. 

Examples 

5 Example 1. Quantitative expression analysis of clones in various cells and tissues 

The quantitative expression of various clones was assessed using microtiter plates 
containing RNA samples from a variety of normal and pathology-derived cells, cell lines arid 
tissues using real time quantitative PCR (RTQ PCR; TAQMAN®). RTQ PCR was performed 
on a Perkin-Elmer Biosystems ABI PRISM® 7700 Sequence Detection System. Various 

.0 collections of samples are assembled on the plates, and referred to as Panel 1 (containing cells 
and cell lines from normal and cancer sources), Panel 2 (containing samples derived from 
tissues, in particular from surgical samples, from normal and cancer sources), Panel 3 
(containing samples derived from a wide variety of cancer sources), Panel 4 (containing cells 
and cell lines from normal cells and cells related to inflammatory conditions) and Panel 

: 5 CNSD.01 (containing samples from normal and diseased brains). 

First, the RNA samples were normalized to constitutively expressed genes such as p - 
actin and GAPDH. RNA (-50 ng total or ~1 ng polyA+) was converted to cDNA using the 
TAQMAN® Reverse Transcription Reagents Kit (PE Biosystems, Foster City, CA; Catalog 
No. N808-0234) and random hexamers according to the manufacturer's protocol. Reactions 

\0 were performed in 20 ul and incubated for 30 min. at 48°C cDNA (5 ul) was then transferred 
to a separate plate for the TAQMAN® reaction using P-actin and GAPDH TAQMAN® 
Assay Reagents (PE Biosystems; Catalog Nos. 4310881E and 4310884E, respectively) and 
TAQMAN® universal PCR Master Mix (PE Biosystems; Catalog No. 4304447) according to 
the manufacturer's protocol. Reactions were performed in 25 ul using the following 

^5 parameters: 2 min. at 50°C; 10 min. at 95°C; 15 sec. at 95°C/1 min. at 60°C (40 cycles). 
Results were recorded as CT values (cycle at which a given sample crosses a threshold level of 
fluorescence) using a log scale, with the difference in RNA concentration between a given 
sample and the sample with the lowest CT value being represented as 2 to the power of delta 
CT. The percent relative expression is then obtained by taking the reciprocal of this RNA 

JO difference and multiplying by 100. The average CT values obtained for B-actin and GAPDH 
were used to normalize RNA samples. The RNA sample generating the highest CT value 
required no further diluting, while all other samples were diluted relative to this sample 
according to their p -actin /GAPDH average CT values. 
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Normalized RNA (5 ul) was converted to cDNA and analyzed via TAQMAN® using 
One Step RT-PCR Master Mix Reagents (PE Biosystems; Catalog No, 4309169) and gene- 
specific primers according to the manufacturer's instructions. Probes and primers were 
designed for each assay according to Perkin Elmer Biosystem's Primer Express Software 
package (version I for Apple Computer's Macintosh Power PC) or a similar algorithm using 
the target sequence as input. Default settings were used for reaction conditions and the 
following parameters were set before selecting primers: primer concentration - 250 nM, 
primer melting temperature (T^) range = 58°-60° C, primer optimal Tm = 59° C, maximum 
primer difference = 2° C, probe does not have 5* G, probe T m must be 10° C greater than 
primer T m , amplicon size 75 bp to 100 bp. The probes and primers selected (see below) were 
synthesized by Synthegen (Houston, TX, USA). Probes were double purified by HPLC to 
remove uncoupled dye and evaluated by mass spectroscopy to verify coupling of reporter and 
quencher dyes to the 5' and 3' ends of the probe, respectively. Their final concentrations 
were: forward and reverse primers, 900 nM each, and probe, 200nM. 

PCR conditions: 

Normalized RNA from each tissue and each cell line was spotted in each well of a 96 
well PCR plate (Perkin Elmer Biosystems). PCR cocktails including two probes (a probe 
specific for the target clone and another gene-specific probe multiplexed with the target probe) 
were set up using IX TaqMan™ PCR Master Mix for the PE Biosystems 7700, with 5 mM 
MgC12, dNTPs (dA, G, C, U at 1:1:1:2 ratios), 0.25 U/ml AmpliTaq Gold™ (PE Biosystems), 
and 0.4 U/dl RNase inhibitor, and 0.25 U/pl reverse transcriptase. Reverse transcription was 
performed at 48° C for 30 minutes followed by amplification/PCR cycles as follows: 95° C 10 
min, then 40 cycles of 95° C for 15 seconds, 60° C for 1 minute. 

In the results for Panel 1, the following abbreviations are used: 

ca. = carcinoma, 

* = established from metastasis, 

met = metastasis, 

s cell var= small cell variant, 

non-s = non-sm =non-small, 

squam = squamous, 

pi. eff = pi effusion = pleural effusion, 

glio = glioma, 

astro = astrocytoma, and 
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neuro = neuroblastoma. 
Panel 2 

5 

The plates for Panel 2 generally include 2 control wells and 94 test samples composed 
ofRNA or cDNA isolated from human tissue procured by surgeons working in close 
cooperation with the National Cancer Institute's Cooperative Human Tissue Network (CHTN) 
or the National Disease Research Initiative (NDRI). The tissues are derived from human 

10 malignancies and in cases where indicated many malignant tissues have "matched margins" 
obtained from noncancerous tissue just adjacent to the tumor. These are termed normal 
adjacent tissues and are denoted "NAT" in the results below. The tumor tissue and the 
"matched margins" are evaluated by two independent pathologists (the surgical pathologists 
and again by a pathologists at NDRI or CHTN). This analysis provides a gross 

1 5 histopathological assessment of tumor differentiation grade. Moreover, most samples include 
the original surgical pathology report that provides information regarding the clinical stage of 
the patient These matched margins are taken from the tissue surrounding (i.e. immediately 
proximal) to the zone of surgery (designated "NAT 5 , for normal adjacent tissue, in Table RR). 
In addition, RNA and cDNA samples were obtained from various human tissues derived from 

10 autopsies performed on elderly people or sudden death victims (accidents, etc.). These tissues 
were ascertained to be free of disease and were purchased from various commercial sources 
such as Clontech (Palo Alto, CA), Research Genetics, and Invitrogen. 

RNA integrity from all samples is controlled for quality by visual assessment of 
agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as a 

15 guide (2:1 to 2.5:1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 

Panel 3D 

The plates of Panel 3D are comprised of 94 cDNA samples and two control samples. 
Specifically, 92 of these samples are derived from cultured human cancer cell lines, 2 samples 
of human primary cerebellar tissue and 2 controls. The human cell lines are generally 
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obtained from ATCC (American Type Culture Collection, Manassas, VA), National Cancer 
Institute or the German tumor cell bank and fall into the following tissue groups: Squamous 
cell carcinoma of the tongue, breast cancer, prostate cancer, melanoma, epidermoid carcinoma, 
sarcomas, bladder carcinomas, pancreatic cancers, kidney cancers, leukemias/lymphomas, 

5 ovarian/uterine/cervical, gastric, colon, lung and CNS cancer cell lines. In addition, there are 
two independent samples of cerebellum. These cells are all cultured under standard 
recommended conditions and RNA extracted using the standard procedures. The cell lines in 
panel 3D and 1 3D are of the most common cell lines used in the scientific literature. 

RNA integrity from all samples is controlled for quality by visual assessment of 

.0 agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as a 
guide (2:1 to 2.5:1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 

.5 

Panel 4 

Panel 4 includes samples on a 96 well plate (2 control wells, 94 test samples) 
10 composed of RNA (Panel 4r) or cDNA (Panel 4d) isolated from various human cell lines or 
tissues related to inflammatory conditions. Total RNA from control normal tissues such as 
colon and lung (Stratagene ,La Jolla, CA) and thymus and kidney (Clontech) were employed 
Total RNA from liver tissue from cirrhosis patients and kidney from lupus patients was 
obtained from BioChain (Biochain Institute, Inc., Hayward, CA). Intestinal tissue for RNA 
15 preparation from patients diagnosed as having Crohn's disease and ulcerative colitis was 
obtained from the National Disease Research Interchange (NDRT) (Philadelphia, PA). 

Astrocytes, lung fibroblasts, dermal fibroblasts, coronary artery smooth muscle cells, 
small airway epithelium, bronchial epithelium, microvascular dermal endothelial cells, 
microvascular lung endothelial cells, human pulmonary aortic endothelial cells, human 
\0 umbilical vein endothelial cells were all purchased from Clonetics (Walkers ville, MD) and 
grown in the media supplied for these cell types by Clonetics. These primary cell types were 
activated with various cytokines or combinations of cytokines for 6 and/or 12-14 hours, as 
indicated. The following cytokines were used; IL-1 beta at approximately 1-5 ng/ml, TNF 
alpha at approximately 5-10 ng/ml, IFN gamma at approximately 20-50 ng/ml, IL-4 at 
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approximately 5-10 ng/ml, EL-9 at approximately 5-10 ng/ml, IL-13 at approximately 5-10 
ng/ml. Endothelial cells were sometimes starved for various times by culture in the basal 
media from Clonetics with 0.1% serum. 

Mononuclear cells were prepared from blood of employees at CuraGen Corporation, 
using Ficoll. LAK cells were prepared from these cells by culture in DMEM 5% FCS 
(Hyclone), 100 pM non essential amino acids (Gibco/Life Technologies, Rockville, MD), 1 
mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes 
(Gibco) and Interleukin 2 for 4-6 days. Cells were then either activated with 10-20 ng/ml 
PMA and 1-2 jag/mi ionomycin, BL-12 at 5-10 ng/ml, IFN gamma at 20-50 ng/ml and IL-18 at 
5-10 ng/ml for 6 hours. In some cases, mononuclear cells were cultured for 4-5 days in 
DMEM 5% FCS (Hyclone), 100 non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10* 5 M (Gibco), and 10 mM Hepes (Gibco) with 
PHA (phytohemagglutinin) or PWM (pokeweed mitogen) at approximately 5 ng/ml. Samples 
were taken at 24, 48 and 72 hours for RNA preparation. MLR (mixed lymphocyte reaction) 
samples were obtained by taking blood from two donors, isolating the mononuclear cells using 
Ficoll and mixing the isolated mononuclear cells 1:1 at a final concentration of approximately 
2xl0 6 cells/ml in DMEM 5% FCS (Hyclone), 100 ^M non essential amino acids (Gibco), 1 
mM sodium pyruvate (Gibco), mercaptoethanol (5.5 x 10" 5 M) (Gibco), and 10 mM Hepes 
(Gibco). The MLR was cultured and samples taken at various time points ranging from 1- 7 
days for RNA preparation. 

Monocytes were isolated from mononuclear cells using CD14 Miltenyi Beads, +ve VS 
selection columns and a Vario Magnet according to the manufacturer's instructions. 
Monocytes were differentiated into dendritic cells by culture in DMEM 5% fetal calf serum 
(FCS) (Hyclone, Logan, UT), 100 fiM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10' 5 M (Gibco), and 10 mM Hepes (Gibco), 50 ng/ml 
GMCSF and 5 ng/ml EL-4 for 5-7 days. Macrophages were prepared by culture of monocytes 
for 5-7 days in DMEM 5% FCS (Hyclone), 100 yM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), 10 mM Hepes (Gibco) and 
10% AB Human Serum or MCSF at approximately 50 ng/ml. Monocytes, macrophages and 
dendritic cells were stimulated for 6 and 12-14 hours with lipopolysaccharide (LPS) at 100 
ng/ml Dendritic cells, were also stimulated with anti-CD40 monoclonal antibody 
(Pharmingen) at 10 jig/ml for 6 and 12-14 hours. 

CD4 lymphocytes, CD8 lymphocytes and NK cells were also isolated from 
mononuclear cells using CD4, CD8 and CD56 Miltenyi beads, positive VS selection columns 
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and a Vario Magnet according to the manufacturer's instructions. CD45RA and CD45RO CD4 
lymphocytes were isolated by depleting mononuclear cells of CD8, CD56, CD14 and CD19 
cells using CD8, CD56, CD14 and CD19 Miltenyi beads and positive selection. Then 
CD45RO beads were used to isolate the CD45RO CD4 lymphocytes with the remaining cells 

5 being CD45RA CD4 lymphocytes. CD45RA CD4, CD45RO CD4 and CD8 lymphocytes 
were placed in DMEM 5% FCS Cyclone), 100 nM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10* 5 M (Gibco), and 10 mM Hepes (Gibco) 
and plated at 10 6 cells/ml onto Falcon 6 well tissue culture plates that had been coated 
overnight with 0.5 jig/ml anti-CD28 (Pharmingen) and 3 ug/ml anti-CD3 (OKT3, ATCC) in 

.0 PBS. After 6 and 24 hours, the cells were harvested for RNA preparation. To prepare 
chronically activated CD8 lymphocytes, we activated the isolated CD8 lymphocytes for 4 days 
on anti-CD28 and anti-CD3 coated plates and then harvested the cells and expanded them in 
DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10' 5 M (Gibco), and 10 mM Hepes (Gibco) and IL~2. 

.5 The expanded CD8 cells were then activated again with plate bound anti-CD3 and anti-CD28 
for 4 days and expanded as before. RNA was isolated 6 and 24 hours after the second 
activation and after 4 days of the second expansion culture. The isolated NK cells were 
cultured in DMEM 5% FCS (Hyclone), 100 jiM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM Hepes (Gibco) 

iO and IL-2 for 4-6 days before RNA was prepared. 

To obtain B cells, tonsils were procured from NDRI. The tonsil was cut up with sterile 
dissecting scissors and then passed through a sieve. Tonsil cells were then spun down and 
resupended at 10 6 cells/ml in DMEM 5% FCS (Hyclone), 100 pM non essential amino acids 
(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 5 M (Gibco), and 10 mM 

15 Hepes (Gibco). To activate the cells, we used PWM at 5 ug/ml or anti-CD40 (Pharmingen) at 
approximately 10 ug/ml and IL-4 at 5-10 ng/ml. Cells were harvested for RNA preparation at 
24,48 and 72 hours. 

To prepare the primary and secondary Thl/Th2 and Trl cells, six-well Falcon plates 
were coated overnight with 10 ng/ml anti-CD28 (Pharmingen) and 2 ng/ml OKT3 (ATCC), 
;0 and then washed twice with PBS. Umbilical cord blood CD4 lymphocytes (Poietic Systems, 

5 6 

German Town, MD) were cultured at 10 -10 cells/ml in DMEM 5% FCS (Hyclone), 100 nM 
non essential amino acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10" 
5 M (Gibco), 10 mM Hepes (Gibco) and IL-2 (4 ng/ml). IL-12 (5 ng/ml) and anti-IL4 (1 
□g/ml) were used to direct to Thl, while IL-4 (5 ng/ml) and anti-IFN gamma (1 Dg/ml) were 
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used to direct to Th2 and IL-10 at 5 ng/mi was used to direct to Trl. After 4-5 days, the 
activated Thl, Th2 and Trl lymphocytes were washed once in DMEM and expanded for 4-7 
days in DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10~ 5 M (Gibco), 10 mM Hepes (Gibco) and EL-2 (1 
ng/ml). Following this, the activated Thl, Th2 and Trl lymphocytes were re-stimulated for 5 
days with anti-CD28/OKT3 and cytokines as described above, but with the addition of anti- 
CD95L (1 Dg/ml) to prevent apoptosis. After 4-5 days, the Thl, Th2 and Trl lymphocytes 
were washed and then expanded again with IL-2 for 4-7 days. Activated Thl and Th2 
lymphocytes were maintained in this way for a maximum of three cycles. RNA was prepared 
from primary and secondary Thl, Th2 and Trl after 6 and 24 hours following the second and 
third activations with plate bound anti-CD3 and anti-CD28 mAbs and 4 days into the second 
and third expansion cultures in Interleukin 2. 

The following leukocyte cells lines were obtained from the ATCC: Ramos, EOL-1, 
KU-812. EOL ceils were further differentiated by culture in 0.1 mM dbcAMP at 5 xlO 5 
cells/ml for 8 days, changing the media every 3 days and adjusting the cell concentration to 5 
xlO 5 cells/ml. For the culture of these cells, we used DMEM or RPMI (as recommended by 
the ATCC), with the addition of 5% FCS (Hyclone), 100 pM non essential amino acids 
(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5 x 10' 5 M (Gibco), 10 mM 
Hepes (Gibco). RNA was either prepared from resting cells or cells activated with PMA at 10 
ng/ml and ionomycin at 1 pg/ml for 6 and 14 hours. Keratinocyte line CCD 106 and an airway 
epithelial tumor line NCI-H292 were also obtained from the ATCC. Both were cultured in 
DMEM 5% FCS (Hyclone), 100 pM non essential amino acids (Gibco), 1 mM sodium 
pyruvate (Gibco), mercaptoethanol 5.5 x 10 s M (Gibco), and 10 mM Hepes (Gibco). 
CCD1 106 cells were activated for 6 and 14 hours with approximately 5 ng/ml TNF alpha and 
1 ng/ml EL~1 beta, while NCI-H292 cells were activated for 6 and 14 hours with the following 
cytokines: 5 ng/ml IL-4, 5 ng/ml IL-9, 5 ng/ml IL-13 and 25 ng/ml IFN gamma 

For these cell lines and blood cells, RNA was prepared by lysing approximately 
10 7 cells/ml using Trizol (Gibco BRL). Briefly, 1/10 volume of bromochloropropane 
(Molecular Research Corporation) was added to the RNA sample, vortexed and after 10 
minutes at room temperature, the tubes were spun at 14,000 rpm in a Sorvall SS34 rotor. The 
aqueous phase was removed and placed in a 15 ml Falcon Tube. An equal volume of 
isopropanol was added and left at -20 degrees C overnight. The precipitated RNA was spun 
down at 9,000 rpm for 15 min in a Sorvall SS34 rotor and washed in 70% ethanol. The pellet 
was redissolved in 300 pi of RNAse-free water and 35 pi buffer (Promega) 5 pi DTT, 7 pi 
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RNAsin and 8 jxl DNAse were added. The tube was incubated at 37 degrees C for 30 minutes 
to remove contaminating genomic DNA, extracted once with phenol chloroform and re- 
precipitated with 1/10 volume of 3 M sodium acetate and 2 volumes of 100% ethanol. The 
RNA was spun down and placed in RNAse free water. RNA was stored at -80 degrees C. 

5 

Panel CNSD.01 

The plates for Panel CNSD.01 include two control wells and 94 test samples 
comprised of cDNA isolated from postmortem human brain tissue obtained from the Harvard 

.0 Brain Tissue Resource Center, Brains are removed from calvaria of donors between 4 and 24 
hours after death, sectioned by neuroanatomists, and frozen at -80°C in liquid nitrogen vapor. 
All brains are sectioned and examined by neuropathologists to confirm diagnoses with clear 
associated neuropathology. 

Disease diagnoses are taken from patient records. The panel contains two brains from 

.5 each of the following diagnoses: Alzheimer's disease, Parkinson's disease, Huntington's 
disease, Progressive Supernuclear Palsy, Depression, and '"Normal controls". Within each of 
these brains, the following regions are represented: cingulate gyrus, temporal pole, globus 
palladus, substantia nigra, Brodman Area 4 (primary motor strip), Brodman Area 7 (parietal 
cortex), Brodman Area 9 (prefrontal cortex), and Brodman area 17 (occipital cortex). Not all 

10 brain regions are represented in all cases; e.g., Huntington's disease is characterized in part by 
neurodegeneration in the globus palladus, thus this region is impossible to obtain from 
confirmed Huntington's cases. Likewise Parkinson's disease is characterized by degeneration 
of the substantia nigra making this region more difficult to obtain. Normal control brains were 
examined for neuropathology and found to be free of any pathology consistent with 

15 neurodegeneration. 

RNA integrity from all samples is controlled for quality by visual assessment of 
agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as a 
guide (2:1 to 2.5:1 28s:18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 

10 contamination by RTQ PCR reactions run in the absence of reverse transcriptase using probe 
and primer sets designed to amplify across the span of a single exon. 

In the labels employed to identify tissues in the CNS panel, the following abbreviations 
are used: 
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PSP = Progressive supranuclear palsy 

Sub Nigra = Substantia nigra 
Glob Palladus= Globus palladus 
Temp Pole = Temporal pole 
Cing Gyr = Cingulate gyrus 
B A 4 = Brodman Area 4 



A. MOLla 

Expression of gene SC29674552 EXT was assessed using the primer-probe sets 
Ag267 and Agl308, described in Tables 10 and 11. Results of the RTQ-PCR runs are shown 
in Tables 12, 13, 14, 15, and 16 

Table 10. Probe Name Ag267 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SBQ XD 
NO: 


Forward 


5 1 - TGCAGCGACCATCGTTCA- 3 » 




18 


50 


65 


Probe 


TET-5 ' - 

CTGCTGTAACATTCATCAATCTGGTCACTGCA- 3 ' - 
TAMRA 




32 


76 


66 


Reverse 


5 • - GGGTACATGGGCGCCAT - 3 ■ 




17 


109 


67 



Table 11. Probe Name: Agl308 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' - GAGTGTGACATTC CAGGACACT - 3 » 


59.1 


22 


139 


68 


Probe 


FAM-5 1 - ATGGTGGCACCTGCCTCAACCTG - 3 ' - 
TAMRA 


71.6 


23 


167 


69 


Reverse 


5 ■ -GCACTGGCACTGGTAGGAA-3 1 


59.8 


19 


195 


70 



Table 12. Panel 1 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


ltm420t 
ag267 


ltm420t 
ag267 


Endothelial cells 


4.4 


Kidney (fetal) 


19.8 


Endothelial cells (treated) 


5.3 


Renal ca. 786-0 


17.4 
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X OllV/1 &Od 


11.5 I 


lenal ca. A498 


20.6 


Pancreatic ca CAP AN 2 


7.0 


lenal ca. RXF 393 


18.4 


Adinooe 


40.3 1 


lenal ca. ACHN 


20.4 


Adrenal f?land 


5.8 


lenal ca. UO-31 


20.3 




11.5 


lenal ca. TK-10 


100.0 


Salivarv ffland 

O ill 1 V CLL J gtCLllU 


7.5 


^iver 


7.3 


■'itnitarv eland 


4.9 


liver (fetal) 


2.3 




1.2 


liver ca. (hepatoblast) HepG2 


0.0 


-Vrain fwhole^ 


7.9 


.ting 

o . ■ 


5.4 


Rrain f amvffdala^ 


5.3 


^ung (fetal) 


4.2 


^miTi f pprpHelliiTrA 


16.6 


lamg ca. (small cell) LX-1 


2.8 


^rain niinrM^raTTTnn^ 

Ji dill ^UiJJ^7\JV/CllllJJLU5 J 


1.8 


Lung ca. (small ceil)NCI-H69 


5.5 


Rrain fcnVi<5tantia niora^ 


2.0 


Lung ca. (sxell var.) SHP-77 


3.2 


Rrain ftVialaTnnO 

iji a ui \ moi<i muci j 


1.6 


Lung ca. (large cell)NCI-H460 


6.7 


-Vrain flwnofhalarmi^ 

Jioui \**y r ***** um mo / 


0.9 


Lriing ca. (non-sin. cell) A549 


6.5 


&nfna1 ontrH 


3.0 


Irimg ca. (non-s.cell) NCI-H23 


9.0 


CNS ca. (glio/astro) U87-MG 


70.7 


Lung ca (non-s.cell) HOP-62 


14.4 


CNS ca. (glio/astro) U-118-MG 


21.6 


Lung ca. (non-s.cl) NCI-H522 


56.6 


CNS ca. (astro) SW1783 


20.7 


~r / \ otTf AAA 

Lung ca. (squam.) SW 900 


28.1 


CNS ca* (neuro; met) SK-N- 
AS 


0.0 


Lung ca. (squam.) NCI-H596 


o n 

z.y 


CNS ca. (astro) SF-539 


14.6 


Mammary gland 


35.1 


CNS ca. (astro) SNB-75 


15.8 


Breast ca.* (pi. effusion) MCF- 
7 




CNR ca ffflib)SNB-19 


62.8 


oreastca. ^pi.ei^ ivjuL^rv-ivjLD- 
231 


19.6 


CNSca (2lio)U251 


5.9 


Breast ca.* (pi. effusion) T47D 


19.1 


CNSca (eliolSF-295 


23.0 


Breast ca. BT-549 


11.0 


■Jpart' 


5.7 


Breast ca. MDA-N 


7.9 


Skeletal muscle 


1.3 


Ovary 


44.4 




4.1 


Ovarian ca. OVCAR-3 


15.9 


X 11 Jf lllUO 


32.3 


Ovarian ca. OVCAR-4 


44.4 


O L/lt/t/ll 


3.4 


Ovarian ca. OVCAR-5 


30.1 


T vnrnH node 


5.0 


Ovarian ca. OVCAR-8 


50.7 


flnlrm fa<5cendnn>\ 


16.8 


Ovarian ca. IGROV-1 


10.4 


£f/vmacli 

O lAJlAlftwll 


11.1 


Ovarian ca.* (ascites) SK-OV-3 


11.9 


Small intestine 


2.6 


Uterus 


8.3 


Colon ca SW480 


6.2 


Placenta 


21.0 


Colon ca * CSW480 met)SW62C 


0.9 


Prostate 


113 


Colon ca. HT29 


6.2 


Prostate ca * (bone met)PC-3 


22.2 


Colon ca. HCT-116 


19.2 


Testis 


92.0 


Colon ca. CaCo-2 


15.0 


Melanoma Hs688(A).T 


13.5 


uoion ca. riv^i-i j 




Melanoma* fmefl Hs688fB^ T 


20.3 


Colon ca. HCC-2998 


3.9 


Melanoma UACC-62 


8.5 


Gastric ca.* (H yer met) NCI- 
N87 


22.8 


Melanoma M14 


15.2 
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Bladder 


13.3 


Melanoma LOX IMVI 


54.7 


Trachea 


10.3 


Melanoma* (met) SK-MEL-5 


6.8 


Kidney 


6.4 


Melanoma SK-MEL-28 


38.4 


Table 13. Panel 1.2 


Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


l.ZTJMZo7t_ 

ag267 


1.2tml287t_ 
ag267 


Endothelial cells 


8.2 


Renal ca. 786-0 


16.8 


Endothelial cells (treated) 


15.0 


Renal ca. A498 


32.5 


Pancreas 


1.4 


Renal ca. RXF 393 


15 6 


Pancreatic ca. CAP AN 2 


2.9 


Renal ca. ACHN 


15 3 i 


Adrenal Gland (new lot*) 


14.7 


Renal ca. UO-31 


15 9 


Thyroid 


2.1 


Renal ca. TK-10 




Salivary gland 


14.8 


Liver 


7 7 


Pituitary gland 


3.2 


Liver (f e taH 


3 8 


Brain (fetal) 


1.9 


Liver ca fhenatoblasft TfenCrT. 


0 0 


Brain (whole) 


7.1 


Lung 


6.0 


Brain (amygdala) 


7.7 


Lung (fetal) 


3.6 


Brain (cerebellum) 


5.0 


Lung ca. (small cell) LX-1 


2.0 


Brain (hippocampus) 


8.7 


Lung ca. (small cell) NCI-H69 


4.5 


Brain (thalamus) 


1.5 


Lung ca. (s.cell var.) SHP-77 


0.3 


Cerebral Cortex 


52.8 


Lung ca. (large cell)NCI-H460 


14.8 


Spinal cord 


6.4 


Lung ca. (non-srrL cell) A549 


8.3 


CNS ca. (glio/astro) U87-MG 


100.0 


Lung ca. (non-s.cell) NCI-H23 


13.4 


CNS ca. (glio/astro) U-118-MG 


37.1 


Lung ca (non-s.cell) HOP-62 


30.4 


CNS ca. (astro) SWl 783 


14.2 


Lung ca. (non-s.cl) NCI-H522 


57.4 


CNS ca* (neuro; met ) SK-N- 
AS 


0.1 


Lung ca. (squam.) S W 900 


20.9 


CNS ca. (astro) SF-539 


11.9 


Lung ca. (squam.) NCI-H596 


2.7 


CNS ca. (astro) SNB-75 


9.6 


Mammary gland 


13.3 


ujno ca. ^gnoj oNB-iy 


OA *7 

80.7 


Breast ca * (pi. effusion) MCF- 
7 


31.9 


CNSca.(glio)U251 


26.6 


Breast ca.* fnl ef) MDA-MB- 
231 


23.7 


CNS ca. (glio) SF-295 


6.6 J 


Breast ca.* (pi. effusion) T47D 


12.2 


Heart 


21.0 


Breast ca. BT-549 


11.7 


Skeletal Muscle (new lot*) 


4.9 


Breast ca. MDA-N 


12.2 


Bone marrow 


2.2 


Ovary 


342 


Thymus 


2.1 


Ovarian ca. OVCAR-3 


35.8 


Spleen 


2.7 


Ovarian ca. OVCAR-4 


32.3 


Lymph node 


9.9 


Ovarian ca. OVCAR-5 


21.0 


Colorectal 


8.8 


Ovarian ca. OVCAR-8 


32.5 


Stomach 


8.7 


Ovarian ca. IGROV-1 


20.0 
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Small intf*^trnf* 


4.2 


Ovarian ca.* (ascites') SK-OV-3 


22.2 


Colon ca SW4R0 

V^JIVJH \sCLt U Tt*TOv 


2.5 


Uterus 


5.2 


Colon ca * (SW480 meflSW620 


0.5 


Placenta 


24.3 


Colon ca. HT29 


1.4 


Prostate 


9.2 


Colon ca. HCT-116 


13.4 


Prostate ca.* (bone met)PC-3 


30.6 


Colon ca. CaCo-2 


7.5 


Testis 


o./ 


83219 CC Well to Mod Diff 
(OD03866) 


6.9 


Melanoma Hs688(A).T 


10.4 


Colon ca. HCC-2998 


14.7 


Melanoma* (met) Hs688(B).T 


1 c o 

15.8 


Gastric ca.* (liver met) NCI- 
MR? 


38 2 


Melanoma UACC-62 


27.0 


Bladder 


37.1 


Melanoma M14 


13.1 


Trachea 


3.5 


Melanoma LOX IMVI 


8.4 


Kidney 


7.3 


Melanoma* (met) SK-MEL-5 


12.9 


Kidney (fetal) 


1 29.5 


Adipose 


27.5 



Table 14. Panel 2D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


2Dtm2336t 
as267 


2Dtm2336t 
ag267 


Normal Colon GENPAK 

U01UUJ 


0^ 7 


Kidney NAT Clontech 
R1 70608 


7.7 


83219 CC WeU to Mod Diff 
(OD03866) 


6.1 


Kidney Cancer Clontech 
8120613 


0.7 


83220 CC NAT (OD03866) 


8.2 


Kidney NAT Clontech 
8120614 


10.2 


83221 CC Gt.2 rectosigmoid 
(OD03868) 


3.8 


Kidney Cancer Clontech 
9010320 


24.0 


83222 CCNAT (0003868) 


3.5 


Kidney NAT Clontech 
9010321 


243 


83235 CC Mod Diff 
(ODO3920) 


3.7 


Normal Uterus GENPAK 
061018 


8.4 


83236 CC NAT (ODO3920) 


6.4 


Uterus Cancer GENPAK 
064011 


15.5 


83237 CC Gr.2 ascend colon 
(OD03921) 


7.5 


Normal Thyroid Clontech A+ 
6570-1 


11.0 


83238 CC NAT (OD0392D 


4.0 


Thyroid Cancer GENPAK 
064010 


27.9 


83241 CC from Partial 
Heoatectomv (ODO4309) 


7.6 


Thyroid Cancer INVTTROGEN 
A302152 


14.0 


83242 Liver NAT (ODO4309) 


7.5 


Thyroid NAT INVTTROGEN 
A302153 


21.6 


87472 Colon mets to lune 
(OD04451-01) 


6.0 


Normal Breast GENPAK 
061019 


33.7 


87473 Lune NAT (OD04451- 


8.4 


84877 Breast Cancer 


11.9 


02) 


(OD04566) 


Normal Prostate Clontech A+ 


7.7 


85975 Breast Cancer 


18.3 
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6546-1 




(OD04590-0O 




84140 Prostate Cancer 


22.1 


85976 Breast Cancer Mets 


37.1 


(OD04410) 


(OD04590-031 


84141 Prostate NAT 


19.8 


87070 Breast Cancer 


31.4 


(OD04410) 


Metastasis fODCHeSS-OSl 


87073 Prostate Cancer 


12.5 


GENPAK Breast Cancer 
064006 


15.2 


COD04720-0n 


87074 Prostate NAT 


27.5 


Breast Cancer Res. Gen. 1024 


30.8 


(OD04720-02} 


Normal Lung GENPAK 
061010 


21.5 


Breast Cancer Clontech 
9100266 


100.0 


83239 Lune Met to Muscle 


10.2 


Breast NAT Clontech 9100265 


45.4 


rOD0428tf 


83240 Muscle NAT 


10.2 


Breast Cancer INVTTROGEN 
A209073 


29.3 


(OD042861 


84136 Lune Malienant Cancer 


16.0 


Breast NAT INVITROGEN 
A2090734 


26.1 


(OD03126) 


84137 Lune NAT rOD031261 


15.9 


Normal Liver GENPAK 
061009 


6.1 


84871 Lune Cancer rOD04404 , l 


8.0 


Liver Cancer GENPAK 064003 


11.7 


84872 Lune NAT rOD04404» 


19.2 


Liver Cancer Research 
Genetics RNA 1025 


6.4 


84875 Lune Cancer fOD04565^ 


3.4 


Liver Cancer Research 
Genetics RNA 1026 


10.6 


84876 Lune NAT COD045651 


•8.4 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


14.7 


85950 Lune Cancer (OD04237- 


27.4 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


4.4 


01} 


85970 Lune NAT (OD04237- 


15.8 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


11.5 


02} 


83255 Ocular Mel Met to Liver 


11.0 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


5.4 


(OD0431M 


83256 Liver NAT fOD043 10) 


7.0 


Normal Bladder GENPAK 
061001 


19.5 


84139 Melanoma Mets to Lune 


12.1 


Bladder Cancer Research 
Genetics RNA 1023 


9.3 


(OD0432U 


84138 Lune NAT (OD0432n 


23.5 


Bladder Cancer INVTTROGEN 
A302173 


14.7 


Normal Kidney GENPAK 
061008 


25.2 


87071 Bladder Cancer 


13.3 


fOD04718-0n 


83786 Kidnev Ca. Nuclear 


24.1 


87072 Bladder Normal 


17.3 


erade2fOD04338> 


Adjacent (OD0471 8-031 


83787 Kidnev NAT (OD043381 


7.7 


Normal Ovary Res. Gen. 


14.5 


83788 Kidnev Ca Nuclear 


14.5 


Ovarian Cancer GENPAK 
064008 


26.8 


eradel/2K)D043391 


83789 Kidnev NAT (00043391 


92 


87492 Ovarv Cancer 


15.5 


COD04768-07) 


83790 Kidnev Ca. Clear cell 


19.9 


87493 Ovarv NAT COD04768- 


9.9 


tvoe fOD04340> 


08) 


83791 Kidnev NAT fOD04340> 


15.3 


Normal Stomach GENPAK 
061017 


6.3 
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83792 Kidnev Ca. Nuclear 


14.6 


Gastric Cancer Clontech 
9060358 


3.7 


pade3fOD043481 


83793 Kidnev NAT fOD04348 , > 


14.3 


NAT Stomach Clontech 
9060359 


5.0 


87474 Kidnev Cancer 


193 


Gastric Cancer Clontech 
9060395 


11.8 


(OD04622-01) 


87475 Kidnev NAT (OD04622- 


5.3 


NAT Stomach Clontech 
9060394 


5.9 


03} 


85973 Kidnev Cancer 


17.2 


Gastric Cancer Clontech 
9060397 


14.5 


fOD04450-0n 


85974 Kidnev NAT COD04450- 


10.4 


NAT Stomach Clontech 
9060396 


2.8 


03) 


Kidney Cancer Clontech 
8120607 


17.9 


Gastric Cancer GENPAK 
064005 


5.7 



Table 15. Panel 2.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


2.2x4tm6515f 
agl308J>2 


22x4tm6515f 
agl308 b2 


Normal Colon GENPAK 
061003 


263 


83793 Kidnev NAT fOD04348) 


83.7 


97759 Colon cancer (OD06064) 


20.5 


98938 Kidney malignant cancer 
(OD06204B) 


9.7 


97760 Colon cancer NAT 
(OD06064) 


6.5 


98939 Kidney normal adjacent 
tissue (OD06204E) 


15.3 


97778 Colon cancer (OD06159) 


2.6 


85973 Kidnev Cancer 
rOD04450-0n 


55.1 


97779 Colon cancer NAT 
(OD06159) 


172 


85974 Kidnev NAT fOD04450- 

m 


23.4 


98861 Colon cancer (OD06297- 
04) 


2.7 


Kidney Cancer Clontech 
8120613 


2.1 


98862 Colon cancer NAT 
(OD06297-015) 


25.9 


Kidney NAT Clontech 8 1206 14 


12.5 


83237 CC Gr.2 ascend colon 
(OD03921) 


9.2 


Kidney Cancer Clontech 
9010320 


12.6 


83238 CC NAT (OD03921) 


11.3 


Kidney NAT Clontech 9010321 


7.0 


97766 Colon cancer metastasis 
(OD06104) 


5.4 


Kidney Cancer Clontech 
8120607 


19.0 


97767 Lung NAT (OD06104) 


4.6 


Kidney NAT Clontech 8120608 


6.5 


87472 Colon mets to lung 
(OD04451-O1) 


22.6 


Normal Uterus GENPAK 
061018 


31.5 


87473 Lune NAT (OD04451- 
02} 


18.3 


Uterus Cancer GENPAK 
064011 


21.4 


Normal Prostate Clontech A+ 
6546-1 (8090438) 


7.2 


Normal Thyroid Clontech A+ 
6570-1 (7080817) 


1.2 


84140 Prostate Cancer 
K)D04410) 


11.0 


Thyroid Cancer GENPAK 
064010 


16.7 


84141 Prostate NAT 
(OD04410) 


20.3 


Thyroid Cancer INvTTROGEN 
A302152 


44.5 
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Normal Ovary Res. Gen. 


29.1 


Thyroid NAT INVTTROGEN 
A302153 


14.0 


98863 Ovarian cancer 
(OD06283-03) 


31.5 


Normal Breast GENPAK 
061019 


39.9 


98865 Ovarian cancer 
NAT/faUopian tube (OD06283- 
07) 


19.3 


84877 Breast Cancer 
("OD04566) 


11.0 


Ovarian Cancer GENPAK 
064008 


22.2 


Breast Cancer Res. Gen. 1024 


49.2 


97773 Ovarian cancer 
(OD06I45) 


12.4 


85975 Breast Cancer 
fOD04590-01) 


50.8 


97775 Ovarian cancer NAT 
(OD06145) 


36.2 


85976 Breast Cancer Mets 
COD04590-03) 


42.9 


98853 Ovarian cancer 
(OD06455-03) 


9.3 


87070 Breast Cancer Metastasis 
fOD04655-05) 


72.1 


98854 Ovarian NAT 
(OD06455-07) Fallopian tube 


7.6 


GENPAK Breast Cancer 
064006 


29.0 


Normal Lung GENPAK 061010 


25.4 


Breast Cancer Clontech 
9100266 


41.1 


92337 Invasive poor diff. lung 
adeno (ODO4945-01 


10.9 


Breast NAT Clontech 9100265 


15.6 


92338 Lung NAT (OD04945- 
03) 


20.2 


Breast Cancer INVTTROGEN 
A209073 


13.5 


84136 Lune Malienant Cancer 
(OD03126) 


10.5 


Breast NAT INVTTROGEN 
A2090734 


43.8 


84137 Lune NAT (OD031261 


24.5 


97763 Breast cancer 
(OD06083) 


49.6 


90372 Lung Cancer 
(OD05014A) 


25.9 


97764 Breast cancer node 
metastasis (OD06083) 


44.3 


90373 Lung NAT (OD05014B) 


26.1 


Normal Liver GENPAK 
061009 


38.6 


97761 Lung cancer (OD06081) 


8.3 


Liver Cancer Research Genetics 
RNA 1026 


13.2 


97762 Lung cancer NAT 
(OD06081) 


19.4 


Liver Cancer Research Genetics 
RNA 1025 


36.4 


85950 Lune Cancer fOD04237- 

on 


13.3 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


23.8 


85970 Lune NAT /OD04237- 
02) 


41.6 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


5.9 


83255 Ocular Mel Met to Liver 
(ODO4310) 


12.9 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


25.1 


83256 Liver NAT (ODO4310) 


11.5 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


47.4 


84139 Melanoma Mets to Lune 
(OD04321) 


22.9 


Liver Cancer GENPAK 064003 


36.9 


84138 Lune NAT fOD0432D 


13.6 


Normal Bladder GENPAK 
061001 


18.9 


Normal Kidney GENPAK 
061008 


19.9 


Bladder Cancer Research 
Genetics RNA 1023 


9.6 


83786 Kidnev Ca. Nuclear 
erade2fOD04338) 


59.8 


Bladder Cancer INVTTROGEN 
A302173 


24.5 
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83787 Kidnev NAT fOD04338> 


23.8 


Normal Stomach GENPAK 
061017 


43.1 


83788 Kidnev Ca Nuclear erade 


100.0 


Gastric Cancer Clontech 
9060397 


6.2 


1/2 (OD04339) 


83789 KJdnev NAT fOD04339 , l 


7.3 


NAT Stomach Clontech 
9060396 


7.3 


83790 Kidnev Ca. Clear cell 
tvDe«3D04340) 


15.0 


Gastric Cancer Clontech 
9060395 


9.3 


83791 Kidnev NAT (OD043401 


22.5 


NAT Stomach Clontech 
9060394 


13.3 


83792 Kidnev Ca. Nuclear 
firade3fOD04348 , > 


14.3 


Gastric Cancer GENPAK 
064005 


9.4 



Table 16. Panel 4D 



TPS O CIIO ^JdlTKk 


Relative 
Expression(%) 


Relative 
Expression(%) 


4Dtml935t_ 
agio/ 


jinn •% ooor 

4Dtml8oof_ 
apl308 


937oo secondary lnl ann-UJJZ 0/ ann-v^u j 


51 0 


23 2 


y.5 / oy oeconaary inz anu-i^i^xo/annH-j-Jo 


43 5 


24.1 


y5 1 1\) oeconaary in anu-v^i^zo/anu-^.Lo 


42.6 


23.8 


y^D /o oeconaary ini resung aay *t-o m il,-z. 


11.7 


7.4 


7jj tZ oeconaary inz resting aay *t~o in n^-/. 


21.9 


12.4 


yjj 1 1 oeconaary in resting uay **-u in iiw-z- 


12.1 


8.0 


yjDOo priJTiary ini anu-i^i^^o/aiiu-v^i/o 


47.0 


29.5 


yjjOy pi Hilary 1 nz anu-v^i^zo/ oiiLi-v^i/j 


28.1 


22.8 


7jj /u pniiiary in ann-^UAo/ aini-v^i-/ j 


45.1 


37.9 


yoDOj primary ini resnng uy *+~o in 


51.8 


49.3 


93566 primary Th2 resting dy 4-6 in EL-2 


23.0 


27.9 


93567 jrimaryTrl resting dy 4-6 in IL-2 


34.2 


27.4 


93351 CD45RACD4 lymphocyte anti-CD28/anti-CD3 


32.3 


16.5 


93352 CD45ROCD4 lymphocyte anti-CD28/anti-CD3 


52.5 


29.3 


93251 CD8 Lymphocytes anti-CD28/anti-CD3 


22.8 


14.9 


93353 chronic CD8 Lymphocytes 2ry resting dy 4-6 in IL-2 


20.2 


12.6 


93574 chronic CD8 Lymphocytes 2ry activated CD3/CD28 


22.1 


14.2 


93354 CD4 none 


6.8 


8.0 


93252 Secondary Thl/Th2/Trl anti-CD95 CHI 1 


31.0 


23.0 


93103 LAK cells resting 


62.0 


30.8 


93788 LAK cells IL-2 


47.3 


27.4 


93787 LAK cells IL-2+IL-12 


41.5 


23.3 


93789 LAK cells EL-2+IFN gamma 


36.1 


27.4 


93790 LAK cells IL-2+IL-18 


27.0 


19.8 


93104 LAK cells PMA/ionomycin and IL-18 


38.2 


21.2 


93578 NK Cells IL-2 resting 


17.0 


14.7 ! 


93109 Mixed Lymphocyte Reaction Two Way MLR 


30.8 


27.7 


93110 Mixed Lymphocyte Reaction Two Way MLR 19.6 


12.2 
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y.> 1 1 1 Mixed Lymphocyte Reaction 1 wo Way MLR 


1 L5 


10.4 


yj 1 1 / Mononuclear v^eiis ji\dmv>s) resting 


OO A 

Z3.0 


n o 
17.2 


so 1 1 j_iviononucicar v^eiis \r bv/ik*s ) r W M 


Q1 A 

yi.4 


J0.O 


QQ 11/1 1UT/\n/\mi#«lMr folio /T>"BTVy!/ >, «\ T)TJ A T 

y j l in_iviononuciear eeus ^i\dmcs) JrriA-L 


^o < 


31.y 


OOO^O DAm/\o /T3 aa11\ -ma-ma 

y3Z4y_Kamos iu ceil) none 


14.6 


1 A H 

14.7 


y3ZDO_Kamos jjd ceuj_ionomycin 


1 o o 
18.2 


21J9 ! 


yjj4y Jt> lymphocytes rWM \ 


43.2 


30.6 


yji:>0_r> lymphoytes CD40L and IL-4 


12.7 


11.3 


yzooj_Jc.UL-i (iiosinopnilj_aDCAMr ainerentiatea 


5.4 


5.7 


>3Z4o ii-ujL-1 ^-eosinophil J aocAMr/rMAionomycin 


14^i 


1 1 A 

12.9 


Olic/i; r\aM/f«4f4/« /^aIIo -ma-ma 
y.53Do uenaxinc ceils none 


28.5 


16.2 


yjjjj JL/cnaritic cells Lro 100 ng/ml 


A/) A 

23.0 


14.7 


O0 7*7^ T\amam4-^a /"'aIIct nnfi /T*\/1 A 

yj / / j Jjenonnc ceils anti-u.D40 


A1 t 

21.5 


iii 
12.3 


f\0 7*7 yl "ft >Ta^a>%» J-aa _ 

yi / /4_Monocytes resting 


8L8 


58.2 


y 3 / /oMonocytes Lro 50 ng/ml 


100.0 


100,0 


93 5 8 l_Macrophages_resting 


75.3 


33.4 


Q1 con *ft>r«A^AM'U*» a>a« T uc inrt-MA-/_~i 

viDoz Macrophages Lro 100 ng/ml 


f i i 
54.3 


30.8 


y3oyo_liU Vbc (Endothelial) none 


12.7 


z" i 

! 6.3 


y3uyy xiuvbo (endothelial; staged 


1 o o 

18.3 


12.7 


oi i aa uTrvrcp /T7n^/%*i^Ai-;«n tt 1 u 
yj ioo xiu v nc (unoo uieiiai j il- i o 


6.9 


A A 

4.9 


OOOOG XITT\7T7/^ /"Cm/^ A*"U^1*rt1\ TOT 

y3/ /y_jtiuviiu ^endothelial j lrJN gamma 


1 1 o 

11.7 


^ A 

6.9 


y 3 1 Uz n u V be (Endothelial) 1 rib alpha + IrN gamma 


12.9 


6.4 


93101_HUVEC (Endothelial) TNF alpha + IL4 


20.7 


10.7 


93781 HUVEC (Endothelial) EL-11 


4.8 


2.8 


93583_Lung Microvascular Endothelial Cells none 


14.8 


7.4 


93584_Lung Microvascular Endothelial Cells TNFa (4 ng/ml) 
andILlb(l ng/ml) 


25.3 


9.8 


92662 Microvascular Dermal endothelium none 


27.4 


16.4 


92663 Microsvasular Dermal endothelium TNFa (4 ng/ml) and 
DLlb(l ng/ml) 


40.3 


17.8 


93773 Bronchial epithelium TNFa (4 ng/ml) and ILlb (1 
ng/ml)** 


37.6. 


24.1 


93347_Small Airway Epithelhim_none 


11.6 


1 7.3 


93348_Small Airway EpitheliumJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


81.8 


53.2 


92668_Coronery Artery SMCjesting 


38.2 


24.5 


92669_Coronery Artery SMCTNFa (4 ng/ml) and BLlb (1 

m <y/«vill 

ng/mi; 


10 0 


ia n 
24 .U 


yj iu / as u ocyies res nng 


14./ 


Q H 

o.o 


y3iuo_asirocyies_iJNra (Hng/mij ana llid (i ng/mij 


0/1 o 
24./ 


1 A O 

14.2 


y zooo ivU-o l z (rsasopnii J resting 


1 0 vl 

12.4 


A A 

9.9 


y/oo /_Js.u-o l L (riasopnil )_rMA/ionoycm 


46.7 


1A 1 

29.3 


y^D /V llu i loo (Keratinocytesj none 


13.7 


O A 

8.9 




Ol.O 


^7 A 
J I M 


93791 Liver Cirrhosis 


5.4 


4.3 


93792_Lupus Kidney 


6.6 


6.4 


93577 NCI-H292 


32.8 


27.4 
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<W%S KTPT-TT9Q? TT -4 


41.8 


34.9 


QHtfO NPT-R9Q9 TT -9 


33.4 


29.7 


QHSQ MPT-TT909 TT-11 


27.0 


21.9 


QHS7 NPT-TT9Q9 TFN oamTna 
yDDui i^\^irjLX£*jjL irn gaining 


18.6 


15.1 


93777 HPAEC - 


7.5 


4.6 


93778 HPAEC BL-1 beta/TNA alpha 


26.6 j 


14.5 


93254 Normal Human Lung Fibroblast none 


27.0 


12.9 


93253JMormal Human Lung Fibroblast JTOFa (4 ng/ml) and 1L- 

1U ^1 LlU/liUJ 


11.7 


7.5 


Q^9S7 IVJrsrmQl TTirmaTi T una FiHrnhlast TT -4 


31.9 


15.9 


039 ^£ TvJr\rma1 TTumnn T imo- FiKrnhlflQt TT -Q 


0.0 


12.8 


Q^9SS Wnrrrial TTumsin T im<r Fihrnh1n<jt IT -11 

jdcjj lNUimdi nmud.il Xsung jriuiuuidai hj-u 


38.7 


26.6 


7JZ.JO iNOllllal FLUTTIHll JLrUIlg riUiUUldol IT 1 AN gaimiia 


52.5 


26. 1 




57.0 


34.9 


Q^£1 TVrmfil PiVwr*Wa<sfc PPH1 070 TNT? alnha 4 tiff/inl 


87.1 


60.7 


0^1 OS FWmal Fihmhlactc PPTH 070 TT -1 beta 1 nff/ml 
yD LVJJ UCAAAAol riDlUUlablS K^K^LJ 1 U / U JJ-»~ A UCUt 1 ilg/illl 


46.7 


37.4 


01 770 rlprmal fiKrnKlact TPTSj era mm a 


28.9 


14.5 


Q1771 Afrmn} fihmVftlflct TT _4 


51.0 


27.7 




4.9 


4.8 




1.1 


0.8 




1.0 


l.O 


735010 Colon normal 


12.4 


6.7 


735019 Lung none 


24.7 


U.7 


64028-1 Thymus none 


33.4 


27.5 


64030-1 Kidney none 


22.5 


20.6 



Panel 1 Summary: Ag267 Among the normal tissues on this panel, highest expression 
of the MOLla gene is detected in testis (CT value = 25) and adipose. High expression in 
adipose might suggest that the MOLla gene plays a role in the development of metabolic 

5 diseases, such as obesity or diabetes. In addition, expression of this gene is high in a renal 
cancer cell line (CT value = 25). Moderate expression of the MOLla gene is also seen in most 
regions of normal brain. Strikingly, the MOLla transcript appears at much higher levels in a 
number of CNS cancer cell lines. Therefore, inhibition of the MOLla gene product using a 
monoclonal antibody and/or small molecule therapeutic may be useful for the treatment of 

.0 some renal cell and CNS carcinomas. 

Panel 1.2 Summary: Ag267 Expression of the MOLla gene is highest in the cerebral 
cortex (CT value = 25) with more moderate expression detected in most other regions of 
normal brain, suggesting a role for this gene in neurological function. Consistent with the 
results seen in Panel 1, this gene is strikingly overexpressed in a number of CNS cancer cell 

.5 lines (specifically glioma and astrocytoma). Moderate overexpression of the MOLla gene is 
also detected in renal cell cancer and lung cancer cell lines relative to the normal controls. The 
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MOLla gene product displays moderate similarity to the Notch protein that has been shown to 
be involved in cell signalling and has been implicated in oncogenesis. Therefore, the MOLla 
gene may be a good marker for CNS or other cancers and would potentially serve as a good 
drug target for the treatment of certain cancers. This gene is also well expressed in several 

5 metabolic tissues (specifically adipose, liver and pancreas) and may thus have application for 
the treatment of metabolic diseases such as diabetes and obesity. Of particular interest is the 
good expression (CT value = 30.6) in pancreas. The human pancreas-specific gene SEL-11 is 
thought to be a negative regulator of the notch receptor (Harada, Y. et al. J Hum Genet 
44(5):330-6, 1999). Thus, the notch-like MOLla gene and notch receptor may have potential 

10 therapeutic use in diseases involving the pancreas. 

Panel 1.3D Summary: Ag267 Among normal tissues, highest MOLla transcript 
levels are found in adipose (CT value = 30). As was seen for Panels 1 and 1.2, moderate 
expression of this gene is detected in most regions of normal brain and the gene is strikingly 
over expressed in a number of CNS cancer cell lines. In general, expression of the MOLla 

1 5 gene appears to be higher in cell lines when compared to tissue samples. A cluster of 
expression associated with brain, breast and renal cancer cell lines is evident. Thus, the 
expression of this gene could be associated with cancer cells when compared to normal, since 
these cell lines are derived from cancers. Alternatively, the expression of this gene could be 
associated with cell division, since a high percentage of cells in culture are actively dividing 

10 when compared to cells in tissue. 

Panel 2D Summary: Ag267 Expression of the MOLla gene in panel 2D appears to 
be widespread across most of the samples. However, there seems to be significant 
dysregulation in breast cancers when compared to normal adjacent tissues. Thus, therapeutic 
modulation of this gene might show utility in the treatment of breast cancers. 

IS Panel 2.2 Summary: Agl308 The expression of this gene appears to be widespread 

across most of the samples in panel 2.2. In a couple of instances of renal cell cancer, there 
seems to be significant dysregulation of the expression of this gene when compared to normal 
adjacent tissue. Thus, therapeutic modulation of this gene might be useful in the treatment of 
a sub-set of renal cancers. 

JO Panel 4D Summary: Ag267/Agl308 The MOLla transcript is broadly expressed in 

fibroblasts, keratinocytes, B cells, and T cells, although at a moderate level High expression 
of the transcript is also found in monocytes, whether activated or not. In addition, the 
transcript is up-regulated (7 fold) in keratinocytes and small airway epitheliun by treatment 
with TNFa and CL-1. The Notch-like protein encoded by the MOLla gene may regulate cell 



169 



WO 02/06339 



PCT/US01/21249 



survival based on its homology to other Notch proteins. Therefore, protein therapeutics 
(agonist or antagonists) against the MOLla gene product may be beneficial in the treatment of 
lung diseases, such as asthma and emphysema, or in the treatment of skin diseases, such as 
psoriasis and contact sensitivity. 

5 

B. MOL2 

Expression of gene MOL2 was assessed using the primer-probe set Ag2120, described 
0 in Table 17. Results of the RTQ-PCR runs are shown in Tables 18, 19, 20, and 21 



Table 17. Probe Name Ag2120 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ XD 

NO: 


Forward 


5 * - GCTGATTGCAAGAAGATGTTTC - 3 1 


59 


22 


103 


71 


Probe 


TET-5 1 - TTTTGTCAGCCCTGATTTCTTCGACA- 
3 1 -TAMRA 


66.8 


26 


140 


72 


Reverse 


5 1 - C CG AT ATGTCAGAATCTGCATT - 3 1 


59.1 


22 


166 


73 



.5 

Table 18. Panel 1.3D 



Tissue Name 


Relative 
Expression(%) 


Relative 
Expression(Vo) 


1.3Dtm3025t 
ag2120 


13dtm3058t 
ag2120 


Liver adenocarcinoma 


0.5 


0.1 


Pancreas 


0.3 


0.2 


Pancreatic ca. CAPAN 2 


1.0 


1.1 


Adrenal gland 


12.8 


10.8 


Thyroid 


2.1 


1.3 


Salivary gland 


0.6 


1.1 


Pituitary gland 


0.6 


0.3 


Brain (fetal) 


7.9 


8.8 


Brain (whole) 


26.8 


23.8 


Brain (amygdala) 


27.5 


17.8 


Brain (cerebellum) 


17.4 


192 


Brain (hippocampus) 


64.6 


58.6 


Brain (substantia nigra) 


2.2 


3.5 


Brain (thalamus) 


3.6 


3.0 


Cerebral Cortex 


100.0 


100.0 
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opmai cora 


A C 
U.J 


1 1 

1.2 


cino ca. (giio/ astro j uo /-iviur 


U.O 


A C 

0.5 


cino ca. iguo/astruj u-iio-ivivj 


1 0 

3.Z 


4.7 


cino ca. (astro) owwoj 


A T 
U./ 


A O 

0.8 


vjno ca. (neuro, met ) oiv-iN-Ao 


A vl 
0.4 


A 1 

0.2 


C1N0 ca. (aSuO) or-jjy 


A A 
0.4 


A 1 

0.3 


ciNo ca. (astro) oJNJt>-/-> 


A C 

0.5 


0.2 


cino ca. (guo) oJNx>-j.y 


A A 

0.4 


1.2 


PMC 00 /ryKrtX TTO^ 1 

CINo Ca. (gllO) UZjI 


l.o 


1.3 


CiNo ca. (gUO) or-z^j 


1 A 


A O 

0.8 


Heart (tetai) 


3.3 


2.2 


Heart 


0.3 


0.6 


fetal oKeletal 


6.8 


9.3 


Skeletal muscle 


3.4 


4.0 


Bone marrow 


0.9 


1.6 


inymus 


0.9 


0.5 


Spleen 


0.4 


0.0 


Lymph node 


1.2 


0.6 


colorectal 


1.6 


1.1 


Stomach 


1 A 
1.0 


A 1 

0.2 


Small intestine 


A 1 

0.2 


O A 

2.0 


Colon ca. oW4oO 


• A O 

0.8 


1.6 


Colon ca.* (b W480 met)aWo20 


0.0 


1 A 

1.4 


Colon ca. HT29 


0.2 


0.5 


Colon ca. HC1-116 


a o 

0.3 


A t 

0.2 


colon ca. CaCo-2 


A 

0.6 


A A 

0.0 


OjZiy Well tO MOQ Ultt (UUUioOO) 


1.5 


A C 

0.5 


11/^/^ anno 

Colon ca. HCC-zyyo 


A IT 

0.6 


a n 

0.3 


uastnc ca.* (liver met) NC1-N87 


a c 

0.5 


1.2 


bladder 


1 o 

1.8 


f A 

1.0 


Trachea 


0.6 


1.3 


Kidney 


1.3 


2.5 


Kjdney (ietal) 


1.7 


>f A 

4.0 


Kenai ca. /oo-U 


3.8 


3.7 


Kenai ca. A4Vo 


z.o 


1 A 

3.0 


Danol « 0 T3VT7 OOO 

Kenai ca. KXr jy5 


2.2 


2.3 


Kenai ca. /vcxiin 


1.1 


A 0 
U.O 


Kenai ca. uu-3 I 


A C 

0.5 


1.2 


Kenai ca. iK-iU 


3.7 


3.6 


Liver 


A O 
0.0 


A A 

0.0 | 


Liver (fetal) 


A O 

0.2 


A A 

0.0 


T ivf»r fin flif*nfltAHla<;t^ Hfnfr? 


0 7 


U.o 


Lung 


0.2 


0.7 


Lung (fetal) 


0.4 


0.6 


Lung ca. (small cell) LX-1 


1.2 


0.1 
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Lung ca. (small cell) INCI-Hoy 


448 

*T*T.O 


40 9 


Lung ca. (sxeii var.j onr-// 


5 6 


5 2 


Lung ca. iiarge ceiijiN^i-jti'i-ou ! 


54 3 


1A2 


Lung ca. ^non-suL ceil j Ajny 


05 


0.0 


Lung ca. ^non-s.ceu) JNOi-rizj 


1 5 


2.0 


Lung ca \non-s.ceii j xivjjt -oz 


70 


5.3 


T linn i+t%. f*r\r\r\ o nW TT^OO 

Lung ca. jnon-s.cij jnL/1-xiozz 


1 1 


0.0 


Lung ca. isquam.j o w yuu 


0 3 


0.8 


Lung ca. vSQuanLj jn^i-iij^o 


84 


11.1 


Mammary gland 


24 


2.0 


rireast ca. (pi. enusionj MCr-/ 


1 0 


0.7 


breast ca. tpl.et) MDA-MrJ-Zj l 


0 0 

v/.V 


00 


Breast ca. (pi. eiiusion} lh/d 


17 3 


18.7 


Breast ca. n 1 o**y 


4.2 


4.7 


Breast ca. mda-jn 


9 3 


9.9 


Ovary 


124 


9.9 


Uvanan ca. UVCAK-J 


0 1 


0.0 


Ovarian ca. UVCAK-4 


05 


27 


Uvanan ca. UVLAK-j 


0 9 


0 9 


Ann..!j».i Art fWTf* 1 A T> O 

uvanan ca. uvlak-o 


2 1 


4.0 


Ovarian ca. IvjKU V - 1 


04 


0 3 


A,-*. _ _ ft /rtrtA«4- A rt\ OTT CWT Q 

Uvanan ca. (ascites j oiv-u v -d 


0 8 


0.0 


uterus 


1 2 


0.7 


Placenta 


1 8 


0.1 


rrostate 


0 5 


0.6 


rrostate ca. (bone metjrO-J 


3 1 


2.2 


testis 


1 2 


1.3 


Melanoma Hsooo(A). 1 


0 8 

v.o 


0.9 


Melanoma (met) risooo(r>;.i 


1 2 


2.7 


Melanoma uall-oz 


07 


0.7 


^^ftlflnnma M^l 4 


4.0 


5.5 


Melanoma LOXMVI 


1.6 


0.3 


Melanoma* (met) SK-MEL-5 


4.2 


3.7 


Adipose 


3.1 


1.9 



Table 19. Panel 2D 



Tissue Name 


Relative Ex] 


pression(%) 


2Dtm3026t_ 
ag2120 


2Dtm3035t 
ag2120 " 


Normal Colon GENPAK 061003 


7.3 


7.4 


83219 CC Well to Mod Diff (OD03866) 


4.3 


7.9 


83220 CC NAT fOD03866) 


1.7 


2.9 
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81991 PP fir 2 rectosigmoid fODOlSo^ 


9 1 

Z.J 


1 c 

l.J 


81999 TP NAT / , OD038o'R > l 


1 7 


1 8 
J.O 


8191S PP Mnn* Diff fODO1020^ 


0 9 
U.Z 


A 0 


81916 PP MAT fODOl n 90^ 

Oj^JU V>V^ INxV i | v/JL^\J J7w/ 




9 ^ 
Z.j 




U.J 


A A 


81918 PC NAT JODOIQ?^ 


^ 8 
J.O 


4 


8194.1 PP frnm Partial TTmnt^tnTm; fVVnn41ftQ1 


0. 1 


9 7 
O./ 


83242 Liver NAT {00043091 


4 0 


9 9 
Z.Z 


87479 Pnlnn mptc frk Inner /Y"YTV\44^ 1 _A 1 \ 

o /z \_,oion nieis to lunp i vj.lju44j i-u i } 


O A 


A 1 
U.J 


87471 T 7mrr "MAT (TiTiftAA^ 1 A9^ 


9 O 

Z.V 


3 O 


Mnrmal Pmctn tp Plrmfpph A 4- £54£_1 
INUIIUal xlUSlaLC lyiUniCCU rV> OjHO-1 


i.U 


7 C 
/.O 


84 1 4 A Pr*rkefa+» /*"%mio^t* ^/"YT^A44 1 (W 

0414U rrostate cancer (<JUU44iU) 


0 c 
O.J 


O A 


841 41 Proctafp NAT fOr>0441 fi\ 


91 ^ 
Zj.J 


91 ^ 
Zl.J 


87071 Prrkefa+o f\mr>Pr /TW1479A A1*\ 

o / u i o jrios taie i^ancer i uiah / zu-u l ) 


/.J 


/.I 


87074 Prncfafp NAT ^n"n04790 A9\ 


1 9 
1./ 


1 l.J 


M nrm «1 T imCT OT7TJP ATT A61 A1A 
iNOl HlHl L/lillg VJlSlNi r\Jv UOIUIU 


O 9 

y.z 


9 9 


81910 T iino- TVfpt to A/TnorOp / r OFi0478^ 


A n 

u. / 


A 7 
U. / 


81940 IvThqpIp NAT fOn0498fi1 


1 1 1 
1 l.J 


19 ^ 


0*t I JO LAXLlfL lYlallj£IlaUl v^allt/Cl I VJ.L/UJ 1ZO J 


7 O 


4 7 


841 17 T una- NAT fOnOllOfTk 


O.^f 


7 ^ 

/.J 


514871 T irn» P««ppr /TYnft44A/T\ 


1 A 
J.U 


1 fi 
J.O 


84879 T imttWAT fClV\(\AAf\A\ 


9 /C 
Z.O 


9 C 
Z.O 


84875 T %mcr Ponrw f*r*rbA456^\ 


1 0 


*X A 
J. 4 


84876 T imtr "MAT /TinA456^ 
o*to/0 J-.UI1K IN/V1 \\JJLJU4jOj J 


J.O 


9 C 
Z.O 


8 ^0^0 T nri«T Panppr /Ti'no49i7_ni ^ 


99 < 
ZZ.J 


19 9 


8^070 T imcr NAT ^nn04917_09^ 


1 Z 
J.J 


4 < 
4.J 


819^^ Opnla-r MVI K/T^t tr» T ivAr faVlClA1 1 A> 

o jzj j v^ciiiaT iviei lviei lo i-.iver i UL/Unj i u j 


9 1 
Z. 1 


4 1 
4.1 


819 Sfi T i wr NAT /OD041 1 0^ 


1 9 
l.Z 


1 9 
l.Z 


o4iiy Melanoma Mets to JLune (UL/04JZ1 > 


2.5 


1.7 


841 1R T nn<y "MAT ^r^n0417^ 


j.3 


1 1 
J.J 


Mnrmol I^"-i/+n^/ fltTTJPAV 0^1006 

lNormai iviuney vjxiiNJriVJv uoiuuo 


Ol 1 


1UU.U 


oj zoo jsauneY v^a, riuciear Grade z ( uuiKf j jo ) 


O 


09 7 


81787 T^ir1nf»v NAT {OD041181 


17 o 


i/; ^ 

jO.O 


81788 1C inViPv Pa Nurlpar trraHp 1 /9 /'^^^4110^ 


fn a 


7£ 1 
/O.J 


8178Q l^irlnev NAT fOn0411Q1 


9^ 1 

ZJ.J 


11 9 
JJ.Z 


81700 l^irlnev Pa Plrar rpll tvnp COn0414ffi 

^ongy ^a, cicar ceu type \ujjwj^u> 


59 5 


41 5 


817Q1 TCirlnev NAT ^On0414ni 


0 0 


15 6 

J J.O 


81709 IfinVtPv Pq NupIpot otqHp 1 fClDflAIASil 


<s A 
J.U 


7 £ 
/.O 


81701 Kiflnev NAT ^00041481 


9A 7 
Zv./ 


9£ /; 

ZO.O 


87474 T^iHtipv Pan opt /T>r>04699-n^ 

O /f /*t JVIUILCY V-ydJlL/CI \l_/i-/U*fOZZ-U 1 / 


0 1 
y.J 


7 1 
/.J 


87475 TCirlnev NAT rOD04699-011 


7 1 


1ft 9 

1U.Z 


85973 Kidney Cancer (OD04450-01) 


27.0 


29.3 


85974 Kidney NAT (OD04450-031 


342 


33.7 


Kidney Cancer Clontech 8120607 


4.1 


3.3 


Kidney NAT Clontech 8120608 


9.2 


12.8 
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VlA-naxt fonAAr nrvri+P>/*Vi C 1 7AA1 1 

sjuney cancer v^ioniecn o izuoij 


2.2 


3.3 


iianey jnai ciontecn oizuoi^ 


73 


14.9 


sj.uney t^ancer ^loniecn >uiujzu 


22.4 


26.4 


sJ.ciney in a 1 v^ioniccn Tuiuozi 


18.3 


26.8 


KW™<i1 TlWiic (TEXJPAlf A£1 A1 R 

orniai uterus vjiiiNJri\jv uoiuio 


9.6 


8.6 


TTternc rVmron- (TEXXP ATf f)f\4A1 1 
items v^anccr VJIllNJr/\Jv UO*fUl 1 j 


2.7 


2.6 


Mnrmol TVnrrrtiH f"*1/vntptf»Vl A 4- £^7A_1 


5.1 


5.3 


r , Qnr»M' OT7XTP ATT AAAA1 A 

. nyroiu dancer O-dinitajv uo^tu iu \ 


39.2 


44.1 


nyroiu cancer UN v 1 1 KvJIjimn Aouz id/ \ 


30.8 


24.5 


. nyrOld JNAI ilN V 1 1 KU^JiiJN AJUZ 1 D j ! 


3 3 


3.6 


Normal Breast CBNrAK UolUiV ^ 


5 0 


4.5 


4877 Breast Cancer (UDU4joo) 


0 8 

v.O 


1.7 


or atc Oo-maa*. //YT\A/l<OA_A1\ 

o5J / j Breast cancer ( ujJU4jyu-ui > 


9.7 


7.6 


ocm/: DvAnof r^o-M^ck*- iv/f £»*x-< /wt^A/I^qa-A^ 
/o Breast cancer Mets (L/jJu^fjyu-uj i 


26.1 


33.4 


►7070 Breast cancer Metastasis i ujjuh-ddd-u j j 


34 


4.1 


CjiiIvFAIv Breast cancer uo4Uuo 


3.3 


4.4 


ireast Cancer Res. Cen. 1UZ4 


72 


8.3 


Ireast Cancer Clontecn y lOUZoo 


3 1 


3.7 


sreast N A 1 Clontecn V 1 UOZo j 


3 3 


3.9 


T3«.aa^+ Pr»«/»nr TXT\ rm> Om?XT A7AQA7^ 

ireast cancer jlln viiKUvjiiiN Azuyu / o 


8.2 


8.9 


3reast In A 1 UN V 1 1 KUvxtSJN Azuyu / j** 


16.2 


11.6 


KT - 1 jt.t.ji1 T iinw OT7KTPATT AA1 AAQ 

formal Liver OJbJNr ak uo iuu!7 


1.4 


0.9 


T , , Qr p«ti/«or fJTTKTD AIT A/vAAA^ 

-iver cancer oiiiNJf ajs. uvwuj 


1.8 


5.1 


-river Cancer Kesearcn vjeneucs kin a iuzj 


1.3 


2.0 


-river cancer Kesearcn vjeneucs kjln/y iuzo 


3.4 


2.4 


aired L»iver cancer i issue Kesearcn vjeneni/ij ki\/\ uuv*t- x 


1.6 


0.4 


aurea civer i issue Kesearcn vjeneucs kin/v ouuh-in 


1.3 


1.0 


J aired Liver Cancer 1 issue Kesearcn vjeneucs kin a ouuj-i 


0.0 


6.5 


.aired Liver 1 issue Kesearcn vjeneucs kin a ouud-in 


1 6 


0.3 


xt «1 ni n JJ fl - 0"DXTT>AV A/C1 AA1 

Normal Bladder (jBJNrAK ooiuui 


3.4 


9.5 


bladder Cancer Kesearcn oeneucs kin a iuz^ 


10.7 


6.5 


ni ij M /"»o**a TXTX/TTD OrJTJM A^A017^ 

3 ladder Cancer UN VI iKUUiilN ajuzi / 3 


1.8 


2.1 


onr\n 1 tjln/lrlor Oo**/***!- /"OT^A47 1 a A1^ 

s /0 / 1 Bladder cancer t uutw / 1 s-u i ) 


1.7 


5.2 


o /U /z Bladder iNonnai AQiacenc iuijuh / io-vj # 


4.2 


6.3 


Normal wvary Kes. cen. 


9.5 


7.4 


p nt ,„„- /~l'CXTT> A V A/CAAAa 

Uvanan cancer vjUJNr ajs. ucnuuo 


100.0 


95.3 


o / h"z ijvarv L/ancer i v-ij-^u^r / oo-u / j 


4.6 


7.6 


C'T/IO'J n^roi-i/XTAT ^oriAA?^-/!^ 


7.3 


5.7 


iNormai oioniacn oj&injl /viv i/oiu 1 / 


1.7 


3.8 


vjasmc cancer v^ioniecn y\j\}\jj jo 


2.1 


0.5 


XT AT QtrkmafVi C\rmt<*rh OA/^A^SO 

INAl oiouiacn Clontecn y\jo\jjjy 


1.6 


3.1 


Gastric Cancer Clontech 9060395 


3.3 


3.1 


NAT Stomach Clontech 9060394 


2.2 


3.3 


Gastric Cancer Clontech 9060397 


11.0 


14.5 


NAT Stomach Clontech 9060396 


2.8 


4.3 
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Gastric Cancer GENPAK 064005 



2.2 



6.5 



Table 20. Panel 4D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Ifrnressi on (°A%\ 


4Dtm3027t_ 
ac2120 


4Dtm3027t_ 


93768_Secondary Thl_anti- 
CD28/anti-CD3 


0.4 


93100_HUVEC 
flEndothelial') E^lb 


11 2 


93769_Secondary Tb2_anti- 
CD28/anti-CD3 


0.8 


93779_HUVEC 
(Endothehd)_IFN gamma 


10.1 


93770JSecondary Trl_anti- 
CD28/anti-CD3 


3.1 


Q^109 TTTTVFP 
2f j iuz_nu Y EL 

(Endothelial)_TNF alpha + IFN 

era mm a 

^Ul ill I Ifl 


4 1 

1 


93573_Secondary Thljresting 
day 4-6 in IL-2 


3.4 


93101_HUVEC 
(EndotheUal)_TNF alpha + IL4 


13.2 


day4-6inIL-2 


1.5 


7J / 0 1 XlU V IlA^ 

(Endothelial)_IL-ll 


8.1 


93 57 ^Secondary Trl jresting 


1 C 
1 .J 


93583 JLung Microvascular 
x^naomeiiai v^eus none 


D.A 


yj j Do pninary l n i_aiiu- 
CD28/anti-CD3 


0.3 


93584_Lung Microvascular 
Enaoineuai Leus^iiNJra [f* 
ng/ml) and ILlb (1 ng/ml) 


2.4 


93569 jrimary Th2_anti- 

aU\\r\sLJ D 


U.O 


92662_Microvascular Dermal 
enuoineuum none 


u.u 


93570jprimary Trl_anti- 


04 


92663_Microsvasular Dermal 
endothelium_TNPa (4 ng/ml) 

Ollll U-/ 1 U \ L Ug/illlj 


l/.v 


93565 jrimaiy Thlresting dy 

4_fi in TT -7 

\# ill JUU 




93773 JBronchial 
epitheliumJTNFa (4 ng/ml) and 

TT 1h H na/mli ** 

UL# 1 U ^1 11^/1 111 1 


3 1 

D. 1 


93566_primary Th2_resting dy 
4-6 in TL-2 




93347_Small Airway 

1 Ulw 11 U1U llvrllw 


5 4 


93567_primary Trl jresting dy 
4-6 in BL-2 


06 


93348_Small Airway 
Epi&eliumJTNFa (4 ng/ml) 
and ILlb (X ne/mli 

JU « 1 \J ^ 1 llgf 1111 J 


3 0 


93351J3D45RACD4 
lymphocyte anti-CD28/anti- 
CD3 


1.3 


92668_Coronery Artery 
SMC resting 


35.6 


93352_CD45RO CD4 
lymphocyte anti-CD28/anti- 
CD3 


2.4 


92669 Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(1 ng/ml) 


39.0 


93251_CD8 Lymphocytes_anti- 
CD28/anti-CD3 


2.2 


93 107_astrocytes_resting 


1.1 


93353_chronic CD8 
Lymphocytes 2ryj:esting dy 4- 
6inDL-2 


4.8 


93108_astrocytesJTNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.9 


93574_chronic CD8 
Lymphocytes 2ry_activated 


2.4 


92666JCU-812 
(Basophil)_resting 


0.5 
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CD3/CD28 








93354 CD4 none 


0.9 


)2667_KU-812 
^Basophil) PMA/ionoycin 


2.0 


93252 Secondary 
ThlfTh2/Trl anti-CD95CHll 


0.7 


?3579_CCD1106 
[Keratinocytes) none 


0.9 


93103JLAK cells_resting 


7.2 


93580_CCD1106 
[Kerataocytes)_TNFa and 
[FNg** 


2.6 


93788 LAK cells IL-2 


0.4 


93791 Liver Cirrhosis 


5.5 


93787 LAK cells IL-2+IL-12 


2.8 


93792 Lupus Kidney 


9.3 


93789_LAK cellsJDL-2+IFN 
gamma 


7.7 


93577 NCI-H292 


2.0 


93790 LAK cells IL-2+EL-18 


4.1 


93358 NCI-H292 IL-4 


5.3 


93104_LAK 

cells PMA/ionomycin and EL- 
18 


3.2 


93360 NCI-H292 IL-9 


3.8 


93578 NK Cells IL-2_resting 


2.3 


93359 NCI-H292 DL-13 


1.3 


93 109_Mixed Lymphocyte 
Reaction Two Way MLR 


2.7 


93357 NCI-H292 EFN gamma 


3.4 


93 1 10_Mixed Lymphocyte 
Reaction Two Way MLR 


4.0 


93777 HPAEC - 


9.0 


93 1 1 l_Mixed Lymphocyte 
Reaction Two Way MLR 


5.2 


93778_HPAEC_IL-1 beta/TNA 
alpha 


15.4 


93 1 12_Mononuclear Cells 
(PBMCs) resting 


6.4 


93254_Nonnal Human Lung 
Fibroblast none 


1.7 


93113 Mononuclear Cells 
(PBMCs) PWM 


5.2 


93253_Normal Human Lung 
Fibroblast TNFa (4 ng/ml) and 
IL-lb (1 ng/ml) 


0.0 


93 1 14 Mononuclear Cells 
(PBMCs)_PHA-L 


1.8 


93257_Nonnal Human Lung 
Fibroblast IL-4 


2.8 


93249_Ramos (B cell)_none 


3.9 


93256_Nonnal Human Lung 
Fibroblast IL-9 


1.6 


93250_Ramos (B 
cell) ionomycin 


1.6 


93255_Nonnal Human Lung 
Fibroblast IL-13 


1.0 


93349 B lymphocytes_PWM 


0.0 


93258_Normal Human Lung 
Fibroblast EFN gamma 


1.4 


93350JB lymphoytes_CD40L 
andDL-4 


3.2 


93 106_Dermal Fibroblasts 
CCD1070 resting 


0.6 


92665 JEOL-1 

(Eosinophil)_dbcAMP 

differentiated 


67.4 


93361_Dermal Fibroblasts 
CCD1070 TNF alpha 4 ng/ml 


2.3 


93248_EOL-l 

(Eosinophil)jibcAMP/PMAion 
omycin 


56.6 


93105 Dermal Fibroblasts 
CCD1070 IL-1 beta 1 ng/ml 


5.4 


93356 Dendritic Cells none 


6.0 


93772_dermal fibroblastJFN 
gamma 


0.5 


93355_Dendritic Cells_LPS 
100 ng/ml 


15.5 


93771 dermal fibroblast IL-4 


3.0 


937/5 Dendritic (Jelis_anti- 
CD40 


13.5 


93259 D3D Colitis 1** 


1.3 


93774 Monocytes resting 


46.0 


93260 IBD Colitis 2 


5.8 


93776 Monocytes LPS 50 


4.9 


93261 IBDCrohns 


4.2 
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ng/ml 








93581 Macrophages_resting 


47.3 


735010 Colon normal 


5.8 


93582_Macrophages_LPS 100 
ng/ml 


24.8 


735019 Lung none 


7.0 


93098_HUVEC 
(Endothelial) none 


10.2 


64028-l_Thymus_none 


100.0 


93099_HUVEC 
(Endothelial) starved 


23.8 


64030-l_Kidney_none 


18.2 



Table 21. Panel CNSD.01 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


CNSlx4tm618 
4t ag2120 a2 


CNSlx4tm618 
4t ag2120 a2 


102633 BA4 Control 


46.5 


102605 BA17PSP 


20.1 


102641 BA4Control2 


42.9 


102612 BA17 PSP2 


10.5 


102625 BA4 Alzheimer^ 


5.2 


102637_Sub Nigra Control 


10.6 


102649 B A4 Parkinson's 


38.5 


102645_Sub Nigra Control2 


29.1 


102656 BA4 Parkinsoris2 


100.0 


iuzoz?_oud iNigra 
Alzheimer's2 


5.8 


102oo4_BA4 Huntington s 


53.8 


102660_Sub Nigra Parkinson s2 


20.6 


102671_BA4 Huntington's2 


4.3 


\(Y)&fTI Qiikltficrrti 

iuzoo/__oud iNigra. 
Huntington's 


21.5 


102603 BA4PSP 


4.5 


102674_Sub Nigra 
Huntington f s2 


14.7 


102610 BA4PSP2 


14.1 


102614_Sub Nigra PSP2 


3.6 


102588 BA4 Depression 


11.8 


102592 Sub Nigra Depression 


3.2 


102596_BA4 Dcpression2 


3.5 


102599_Sub Nigra Depression2 


2.4 


102634 BA7 Control 


45.6 


102636 Glob Palladus Control 


1.8 


102642 BA7 Control2 


37.9 


102644 Glob Palladus Control2 


7.8 


102626 BA7 Alzheimer 


8.5 


102620_Glob Palladus 
Alzheimer's 


6.4 


102650 BA7 Parkinson's 


11.7 


102628_GIob Palladus 
Alzheimer^ 


2.5 


102657 BA7Parkinson , s2 


54.6 


102652_Glob Palladus 
Parkinson's 


34.4 


102665 BA7 Huntington's 


41.1 


102659_Glob Palladus 
Paririnson's2 


3.1 


102672JBA7 Huntington's2 


34.3 


102606 Glob Palladus PSP 


5.2 


102604 BA7PSP 


362 


102613 Glob Palladus PSP2 . 


0.0 


102611 BA7PSP2 


212 


102591_Glob Palladus 
Depression 


3.7 


102589_BA7 Depression 


4.5 


102638_Temp Pole Control 


11.0 


102632 BA9 Control 


18.1 


102646 Temp Pole Control2 


40.1 


102640 BA9 Control 


76.7 


102622_Temp Pole Alzheimer's 


2.7 


102617 BA9 Alzheimer's 


8.0 


102630 Temp Pole 


3;4 
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AJzheimer , s2 




102624 BA9 Alzheimer 


4.6 


102653 Temp Pole Parkinson's 


13.9 


102648 BA9 Parkinson's 


28.7 


10266 l_Temp Pole 
?arkinson f g2 


20.8 


102655 BA9 Parkinson^ 


55.5 


.uzooo iemp roie 
Huntington's 


27.6 


102663 J3A9 Huntington's 


34.2 


102607 Temp Pole PSP 


2.5 


102670 _BA9 Huntington's2 


4.7 


1 026 15 Temp Pole PSP2 


3.7 ! 


Xjtvy ror 


11 6 


1 UZoUU_ I emp roie 
Denression2 


1.8 




J.O 


102639 Cine Gvr Control 


70.7 




5 0 

•/.V 


102647 Cing Gyr Control2 


23.9 




3 2 


102623 Cing Gyr Alzheimer's 


13.8 


1 09fft 5 R A 1 7 Pnntrnl 


37 0 


102631 Cing Gyr Alzheimer^ 


7.8 


102643 BA17 Control2 


62.0 


102654 Cing Gyr Parkinson's 


13.2 


102627 BA17 Alzheimer^ 


2.9 


102662 Cing Gyr Parkinson's2 


23.0 


102651 BA17 Parkinson's 


13.4 


102669 Cmg Gyr Huntington's 


40.3 


1 hi AIR R A 1 7 Part-in cnn'c"? 


61 3 


l02o7o_Cing Oyr 
Hun tin P r ton , s2 


12.9 


102666 BA17 Huntington's 


28.0 


102608 Cing Gyr PSP 


7.6 


102673 BA17Huntington's2 


8.4 


102616 Cing Gyr PSP2 


5.6 


102590 BA17 Depression 


2.3 


102594 Cing Gyr Depression 


4.1 


1102597 BA17 Depression 


10.1 


102601 Cing Gyr Depression2 4.6 



Panel 13D Summary: Ag2120 Two replicate experiments using the same probe and 
primer set show very comparable results. Expression of the MOL2 gene is highest in the 

5 cerebral cortex (CT value = 29). Moderate expression is detected in all other regions of the 
brain except thalamus and substantia nigra; this observation suggests that the MOL2 gene may 
be associated with normal brain homeostasis. Thus, this protein shows a brain-preferential 
expression; see write-up on Panel CNS.01 for discussion of utility. In addition, expression of 
the MOL2 gene appears to be down-regulated in CNS cancer cell lines. Overexpression of the 

.0 MOL2 gene is also detected in several lung cancer cell lines relative to normal control. 
Therefore, this gene might be a good target for the detection or treatment of CNS and lung 
cancers. 

Panel 2D Summary: Ag2120 Two replicate experiments using the same probe and 
primer set show very comparable results. Expression of the MOL2 gene in panel 2D reveals 
.5 an association of expression in thyroid, breast and kidney cancers when compared to their 
respective normal adjacent tissues. Thus, therapeutic modulation of this gene with inhibitory 
monoclonal antibodies and/or small moleculte therapeutics may show utility in treatment of 
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these diseases. In addition, the MOL2 gene might be useful as a marker for thyroid, breast and 
kidney cancers. 

Panel 4D Summary: Ag 2120 The MOL2 gene is expressed at highest levels in the 
thymus (CT value =31), In addition, the transcript is also expressed in eosinophils, monocytes, 

5 macrophages and coronary artery. Interestingly, it is down regulated in LPS-treated monocytes 
and to a lesser degree in LPS treated macrophages. Therefore, protein therapeutics (agonists or 
antagonists) designed against the protein encoded for by this transcript could reduce 
inflammatory process observed in asthma, emphysema, osteoarthritis and sepsis. 

Panel CNSD.01 Summary: Ag2120 The insulin and insulin-like growth factors 

.0 belong to a family of polypeptides essential for proper regulation of physiologic processes 
such as energy metabolism, cell proliferation, development, and differentiation. The insulin- 
like growth factors bind to IGF with high affinity and compete with the IGF receptor for IGF 
binding. Transgenic mice overexpressing insulin-like growth factor binding proteins (IGFBPs) 
tend to show brain developmental abnormalities, suggesting a role for these proteins in 

15 neurodevelopment. Furthermore, treatment with glycosaminoglycans (which increases muscle 
re-innervation after motor neuron death) upregulates serum levels of both IGF and IGFBP. 
Thus, the novel IGFBP encoded by the MOL2 gene may be useful in the treatment of diseases 
such as ALS, multiple sclerosis, and peripheral nerve injury on the basis of its homology to 
other established IGFBPs. The expression profile of this gene suggests that it is expressed 

10 preferentially in the brain, with highest levels in the cerebral cortex and hippocampus, two 
regions that are known to degenerate in Alzheimer's disease. Examination of the expression 
profile on Panel CNS.01 shows that most regions of both control and diseased brains express 
this protein; however the levels are decreased in the motor cortex in progressive supranuclear 
palsy and depression. Thus, this protein may additionally be of use in the treatment of 

15 Alzheimer's disease, progressive supranuclear palsy, and depression. 

C. MOL3a 

*0 Expression of gene MOL3a was assessed using the primer-probe set Agl493, 

described in Table 22. Results of the RTQ-PCR runs are shown in Tables 23, 24, 25, and 26. 

Table 22. Probe Name Agl493 
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Primers 


Sequences 


TM 


J Length 


Start 
Position 


SKQ IDj 
NO* 1 


Forward 


5 1 -GTGAAATCTGGCGTGGAGTATA- 3 ■ 


59.1 


| 22 


1224 


74 | 


Probe 


FAM-5 ' - CCTTGATGGGCACAGCCATCTTG - 
3 ' -TAMRA 


70 


1 - 


1274 


' 1 


Reverse 


5 1 - GTACTGCTTCCCAGGTACATGA- 3 « 


58.8 


{_ 22 


1318 


76 | 



Table 23. Panel 1.2 





Relative 
Expression(%) 




Relative 
Expression(%) 


Tissue Name 


1.2tm2058f 
agl493 


Tissue Name 


L2tm2Q58f_ 
agl493 


Endothelial cells 


0.2 


Renal ca. 786-0 


0.0 


Endothelial cells (treated) 


2.4 


Renal ca. A498 


0.5 


Pancreas 


0.1 


Renal ca..RXF 393 


0.9 


Pancreatic ca. CAP AN 2 


0.1 


Renal ca. ACHN 


0.2 


Adrenal Gland (new lot*) 


2.6 


Renal ca. UO-31 


1.3 


Thyroid 


1.0 


Renal ca. TK-10 


0.8 


Salivary gland 


21.8 


Liver 


1.4 


Pituitary gland 


0.4 


Liver (fetal) 


2.3 


Brain (fetal) 


3.3 


Liver ca. (hepatoblast) HepG2 


0.7 


Brain (whole) 


2.1 


Lung 


0.8 


Brain (amygdala) 


8.0 


Lung (fetal) 


1.0 




0.3 


Lung ca. (small cell) LX-1 


0.4 


Brain (hippocampus) 


15.0 


Lung ca. (small cell) NCI-H69 


1.9 


Brain (thalamus) 


3.5 


Lung ca. (s.cell var.) SHP-77 


A A 

0.0 


Cerebral Cortex 


30.1 


Lung ca. (large cell)NCI-H460 


0.7 


Spinal cord 


0.2 


Lung ca. (non-sm. cell) A549 


1 A 

l.U 


CNS ca. (glio/astro) U87-MG 


0.2 


Lung ca. (non-s.cell) NCl-Hzi 


U.Z 


CNS ca. (glio/astro) U-118-MG 


0.3 


Lung ca (non-s.cell) HOr-62 


1.0 


CNS ca. (astro) SW1783 


0.0 


Lung ca. (non-s.cl) JNCl-ilDZZ 


1 1 o ! 


nsrs c ~ * /rieuriv met ^ SK-N- 

V-^lNkJ \jHm yl ItUi \Jj Lilly I J ulv 11 

AS 


0.5 


Lung ca. (squam.) SW 900 


0.8 


CNS ca. (astro) SF-539 


0.4 


Lung ca. (squam.) NCI-H596 


1.0 


CNS ca. (astro) SNB-75 


0.1 


Mammary gland 


2.5 


CNS ca. (glio) SNB-19 


0.4 


Breast ca.* (pi effusion) MCF- 
7 


3.7 


CNSca.(glio)U251 


0.2 


Breast ca.* (pl.ef) MDA-MB- 
231 


0.0 


CNS ca. (glio) SF-295 


1.3 


Breast ca.* (pi. effusion) T47D 


17.6 


Heart 


5.1 


Breast ca.BT-549 


0.2 


Skeletal Muscle (new lot*) 


8.0 


Breast ca. MDA-N 


0.4 


Bone marrow 


15.6 


Ovary 


2.7 


Thymus 


1.2 


Ovarian ca. OVCAR-3 


8.3 


Spleen 


10.4 


Ovarian ca. OVCAR-4 


16.6 
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Lymph node 


0.7 


Ovarian ca. OVCAR-5 


S 1 


Colorectal 


0.9 


Ovarian ca OVCAR-8 


ft R 
v/.o 


Stomach 


2.9 


Ovarian ca. IGROV-1 


70 7 


Small intestine 


4.7 


Ovarian ca * ( ascites^ SK-O 


n 7 


Colon ca. SW480 


0.2 


rjtenis 


ft £ 
u.o 


Colon ca * (SW480 met)SW620 


0.0 


Placenta 


ft 6 


Colon ca. HT29 


2.3 


Prostate 


27.9 


Uolon ca. HCT-1 16 


0.0 


Prostate ca* (bone met)PC*3 


0.3 


l^olon ca. UaCo-2 


0.0 


Testis 


0.6 


83219 CC Well to Mod Diff 

(UDUiooo) 


1.4 


Melanoma Hs688(A).T 


0.2 


uolon ca. HCC-2998 


2.8 


Melanoma* (met) Hs688(B).T 


0.4 


vjdbuio ca. ^uver met ) iNL/i- 
N87 


1.6 


Mel anoma 1 1 A CC-ffi 


ft s 

V.J 


Bladder 


6.9 


Melanoma 1\414 


n i 

v. 1 


Trachea 


0.5 


Melanoma LOXIMVT 


0.1 


Kidney 


73.7 


Melanoma* (met) SK-MEL-5 


0.0 


Kidney (fetal) 


4.7 


Adipose 


100.0 


Table 24. Panel 1.3D 


Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expressioa(%) 


1.3dx4tm5350f 
agl493 bl 


13dx4tmS350f 
agl493 bl 


Liver adenocarcinoma 


1.2 


Kidney (fetal) 


18.7 


Pancreas 


0.0 


Renal ca. 786-0 


0.0 


Pancreatic ca. CAPAN 2 


1.9 


Renal ca. A498 


0.0 


Adrenal gland 


1.7 


Renal ca. RXF 393 


2.9 


Thyroid 


38.0 


Renal ca. ACHN 


1.0 


Salivary gland 


30.8 


kenalca.UO-31 


0.8 


Pituitary gland 


4.5 


Renal ca. TK-10 


0.8 


Brain (fetal) 


48.3 


Liver 


0.4 


Brain (whole) 


60.7 


Liver (fetal) 


11.2 


Brain (amygdala) 


100.0 


Liver ca. (hepatoblast) HepG2 


0.6 


Brain (cerebellum) 


9.2 


Lung 


29.6 


Brain (hippocampus) 


68.2 


Lung (fetal) 


15.6 


Brain (substantia nigra) 


11.4 


Lung ca. (small cell) LX-1 


0.2 


Brain (thalamus) 


. 20.8 


Lung ca. (small cell) NCI-H69 


0.0 


Cerebral Cortex 


41.1 


Lung ca. (s.cell var.) SHP-77 


0.0 


Spinal cord 


10.0 


Lung ca, flarge cell)NCI-H460 


0.5 


CNS ca. (glio/astro) U87-MG 


0.0 


Lung ca. (non-sm. cell) A549 


0.4 


CNS ca. (glio/astro) U-118-MG 


1.3 


Lung ca. (non-s.cell) NCI-H23 


0.0 


CNS ca. (astro) SW1783 


0.7 


Lung ca (non-s.cell) HOP-62 


2.6 i 


CNS ca * (neuro; met ) SK-N- 
AS 


1.9 


Lung ca. (non-s.cl) NCI-H522 


3.0 
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CNS ca. (astro) SF-539 


0.5 


Lung ca. (squam.) SW 900 


0.2 


CNS ca. (astro) SNB-75 


0.4 


-rung ca. (squam.) iNui-rioyo 


ft A 
U.U 


CNS ca. (glio) SNB-19 


0.4 


Mammary gland 


223 


CNb ca. (gllO) U251 


1.2 


Breast ca.* (pi. effusion) MCF- 

7 
/ 


1/1 1 


CNS ca. (glio) SF-295 


0.6 


Rreatf ca* M eft MDA-MB- 
231 


0.0 


Heart (fetal) 


1.3 


Breast ca,* (pi. effusion) T47D 


53.3 


Heart 


1.4 


Breast ca. BT-549 


0.5 


Fetal Skeletal 


4.2 


Breast ca. MDA-N 


0.0 


Skeletal muscle 


8.8 


Ovary 

j . _ 


2.1 


Bone marrow 


78.4 


Ovarian ca. OVCAR-3 


8.7 


Thymus 


3.9 


Ovarian ca. 0 VCAR-4 


25.1 


Spleen 


53.3 


Ovarian ca.OVCAR-5 


3.8 


Lymph node 


37.3 


Ovarian ca. OVCAR-8 


2.6 


Colorectal 


6.6 


Ovarian ca.IGROV-1 


29.2 


Stomach 


23.1 


Ovarian ca.* (ascites) SK-OV-3 


0.5 


Small intestine 


12.5 


Uterus 


8.9 


Colon ca. SW480 


0.0 


Placenta 


10.9 


Colon ca * (SW480 met)SW620 


0.0 


Prostate 


50.9 


Colon ca. HT29 


• 2.9 


Prostate ca * (bone met)PC-3 


0.0 


Colon ca. HCT-1 16 


A A 


testis 


1 £ *7 
lo./ 


Colon ca. CaCo-2 


A O 

0.8 


Melanoma lisoeo(A). 1 


ft < 
U.J 


83219 CC Well to Mod Diff 
(OD03866) 


8.2 


Melanoma* (met) Jasooo(x)).l 


ft ft 
U.U 


Colon ca. HCC-2998 


i A O 

0.8 


Melanoma UAUC-oZ 


ft ft 
U.U 


vjoSinc ca. ^uver tneij inv^i- 
N87 


2.8 


Melanoma M14 


0.5 


Bladder 


5.3 


Melanoma LOXIMVI 


0.0 


Trachea 


35.6 


Melanoma* (met) SK-MEL-5 


0.0 


Kidney 


15.0 


Adipose 


60.2 



Table 25. Panel 2D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


2Dtm2527f ag 
1493 


2Dtm2527f ag 
1493 


Normal Colon GENPAK 
061003 


41.2 


Kidney NAT Clontech 8 120608 


283 


83219 CC Well to Mod Diff 
COD03866) 


8.0 


Kidney Cancer Clontech 
8120613 


10.7 


83220 CC NAT (OD03866) 


9.3 


Kidney NAT Clontech 8 120614 


46.0 


83221 CC Gr.2 rectosigmoid 
(OD03868) 


5.1 


Kidney Cancer Clontech 
9010320 


48.6 


83222 CC NAT fODC-3868^ 


2.0 


Kidney NAT Clontech 90 10321 


36.6 


83235 CC Mod Diff 


6.3 


Normal Uterus GENPAK 


8.4 
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(ODO39201 




061018 




83236 CC NAT (GDO3920) 


4.4 


Uterus Cancer GENPAK 
064011 


17.4 


83237 CC Gr.2 ascend colon 
(OD03921) 


12.5 


Normal Thyroid Clontech A+ 
6570-1 


100.0 


83238 CCNAT (OD0392tt 


6.1 


Thyroid Cancer GENPAK 
064010 


39.8 


83241 CC from Partial 
Henatectomv CODO43091 


17.0 


Thyroid Cancer INVTTROGEN 
A302152 


28.3 


83242 Liver NAT (ODO4309) 


7.6 


Thyroid NAT INVITROGEN 
A302153 


44.4 


87472 Colon mets to lung 
(OD04451-O1V 


16.6 


Normal Breast GENPAK 
061019 


36.3 


87473 Lune NAT COD0445 1- 


25.5 


84877 Breast Cancer 


24.7 


02) 


(OD04566) 


Nonnal Prostate Clontech A+ 
6546-1 


82.4 


85975 Breast Cancer 
fOD04590-0n 


29.7 


84140 Prostate Cancer 


36.3 


85976 Breast Cancer Mets 


17.8 


(OD04410) 


(OD04590-03) 


84141 Prostate NAT 


47.0 


87070 Breast Cancer Metastasis 


79.6 


(OD0441(» 


(OD04655-05) 


87073 Prostate Cancer 
(OD04720-0U 


36.1 


GENPAK Breast Cancer 
064006 


25.9 


87074 Prostate NAT 
fOD04720-02) 


51.4 


Breast Cancer Res. Gen. 1024 


55.5 


Normal Lung GENPAK 061010 


41.8 


Breast Cancer Clontech 
9100266 


24.0 


83239 Lung Met to Muscle 
(OD04286> 


14.4 


Breast NAT Clontech 9100265 


13.7 


83240 Muscle NAT 
(OD04286) 


4.5 


Breast Cancer INVITROGEN 
A209073 


29.1 


84136 Lune Malignant Cancer 

\KJU\JJ i/LO ) 


16. 1 

JO.l 


Breast NAT INVTTROGEN 


Zy.y 


<>yf 1 17 T imrr XT AX ff\Tlfl1 1 K\ 

o4lJ/ LUnff JNA1 (UUUilzo) 


*71 O 


Normal Liver GENPAK 
UolUUy 


1.0 


84871 Lune Cancer fOD04404) 


68.3 


Liver Cancer GENPAK 064003 


1.6 


84872 Lune NAT fOD04404'> 


33.7 


Liver Cancer Research Genetics 
RNA 1025 


7.4 


84875 Lune Cancer (OD04565^ 


25.5 


Liver Cancer Research Genetics 
RNA 1026 


4.3 


84876 Lune NAT COD045651 


18.4 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


8.5 


85950 Lune Cancer (OD04237- 

oil 


45.1 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


10.1 


85970 Lune NAT (OD04237- 
02} 


55.1 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


7.5 


83255 Ocular Mel Met to Liver 
(ODO4310) 


8.7 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


2.8 


83256 Liver NAT (ODO4310^ 


4.7 


Normal Bladder GENPAK 
061001 


11.7 


84139 Melanoma Mets to Lune 


4.0 


Bladder Cancer Research 


6.4 
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(OD0432O 




Genetics RNA 1023 




84138 LuneNAT COD04321) 


50.3 


Bladder Cancer INvTTROGEN 
A302173 


50.3 


Normal Kidney GENPAK 
061008 


53.2 


87071 Bladder Cancer 
(OD04718-01) 


35.4 


83786 Kidnev Ca. Nuclear 


13.6 


87072 Bladder Normal 


13.6 


grade 2 (OD04338") 


A3' x. ff\X*\t\AT\ O A*5\ 

Adiacent (OD0471 8-03) 


83787 Kidnev NAT (0004338^ 


54.0 


Normal Ovary Res. Gen. 


6.4 


83788 Kidnev Ca Nuclear grade 
1/2 (OD04339) 


23.0 


Ovarian Cancer GENPAK 
064008 


22.1 


83789 Kidnev NAT fOD04339^ 


26.6 


87492 Ovarv Cancer 
rt)D04768-07) 


29.3 


83790 Kidnev Ca. Clear cell 


31.0 


87493 Ovarv NAT TOD04768- 


20.7 


tvoe(OD04340> 


08) 


83791 Kidnev NAT (OD04340) 


49.7 


Normal Stomach GENPAK 
061017 


21.9 


83792 Kidnev Ca. Nuclear 
{^6 3(0004348} 


7.8 


Gastric Cancer Clontech 
9060358 


12.6 


83793 Kidnev NAT COD04348) 


35.8 


NAT Stomach Clontech 
9060359 


33.7 


87474 Kidnev Cancer 
(OD04622-0U 


17.8 


Gastric Cancer Clontech 
9060395 


15.6 


87475 Kidnev NAT COD04622- 
03) 


15.4 


NAT Stomach Clontech 
9060394 


51.8 ! 


85973 Kidnev Cancer 
COD04450-01) 


1.7 


Gastric Cancer Clontech 
9060397 


16.8 


85974 Kidnev NAT (OD04450- 
03) 


43.2 


NAT Stomach Clontech 
9060396 


12.4 


Kidney Cancer Clontech 
8120607 


4.3 


Gastric Cancer GENPAK 
064005 


12.9 



Table 26. Panel 4.1D 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


4.1dx4tm6520f 
agl493 al 


4.1dx4tm6520f 
agl493_al 


93768 JSecondary Thl_anti- 
CD28/anti-CD3 


3.8 


93100JHUVEC 
(Endothelial) IL-lb 


0.0 


93769_Secondary Th2_anti- 
CD28/anti-CD3 


27.0 


93779 JEIUVEC 
(Endothelial)_IFN gamma 


0.6 


93770_Secondary Trl_anti- 
CD28/anti-CD3 


li.9 


93102 HUVEC 

(Endothelial) JTNF alpha + IFN 

gamma 


1.0 


93573_Secondary Thljresting 
day 4-6 in IL-2 


1.1 


93101JIUVEC 
(Endothelial) TNF alpha + IL4 


0.9 


93572_Secondary Th2jresting 
day 4-6 in IL-2 


3.2 


93781JHUVEC 
(Endothelial) 1L-11 


0.6 


9357 l_Secondary Trl_resting 
day 4-6 in IL-2 


1.6 


93583_Lnng Microvascular 
Endothelial Cells none 


1.6 


93568_primary Thl_anti- 


6.7 


93584 Lung Microvascular 


0.6 
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K^xJL o/anu- 




Endothelial Cells_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 




93569_primary Th2_anti- 

KJSJL of aMl-V^JL/J 


O A 

8.4 


92662_Microvascular Dermal 
endothelium none 


0.2 


93570jprimary Trl_anti- 


1.9 


92663_Microsvasular Dermal 
endotheliumJTNFa (4 ng/ml) 
and ILlb (1 ng/ml) 


0.3 


yjjQj pniiiary interesting ay 
4-6inIL-2 


0.4 


93773_Bronchial 

epithelium TNFa (4 ng/ml) and 

ILlb (l ng/ml) ** 


2.1 


93566__primary Th2_resting dy 

**-0 in iLrZ 


0.7 


93347_Small Airway 
Epithehum_none 


1.0 


93567_jprimary Trl_iesting dy 
4-o in JLL-2 


0.2 


93348 JSnmll Airway 
EpithehumJTNFa (4 ng/ml) 
and ILlb (l ng/ml) 


4.2 


93351_CD45RACD4 
lymphocyte_anti-CD28/anti" 


3.8 


92668_Coionery Artery 
SMC resting 


0.1 


93352_CD45RO CD4 
lympnocyte anu-CLiZo/anti- 
CD3 


7.1 


92669_Coronery Artery 

SMC TNFa (4 ng/ml) and ILlb 

(l ng/ml) ■ 


0.4 


93251_CD8 Lymphocytes_anti- 
c jjz o/ anti-CD 3 


6.1 


93107 astrocytes resting 


0.1 


93353_chronic CDS 
Lymphocytes 2ry_resting dy 4- 
o in LL-z 


25.6 


93 1 08_astrocytes_TNFa (4 
ng/ml) and ILlb (1 ng/ml) 


0.0 


93574_chronic CD8 
Lymphocytes 2ry_activated 
CD3/CD28 


9.9 


92666_KU-812 
(Basophil) resting 


0.3 


93354 CD4 none 


0.5 


92667_KU-812 
(Basophil)_PMA7ionoycin 


0.5 


93252_Secondary 
Inl/ln2/lrl anu-CD95 CH11 


1.2 


93579_CCD1106 
(Keratinocytes) none 


4.2 


93 103_LAK cells resting 


25.6 


yDDovJLLD 1 1 06 
rKeratinocvte^i TNFa and 
IFNg** 


4.0 


93788 LAK cells EL-2 




/ y i j-avci v^urnooio 


1 7 
I./ 


93787 LAK cells EL-2+IL-12 


64 


9^S77 TsTrT-TT9Q? 


O.J 


93789JLAK cellsJGL-2+IFN 
gamma 


5.3 


93358 NCI-H292 IL-4 


5.5 


^3 /VU 1-iAJv cells iLr/"r JLL-lo 


4.6 


93360 NCI-H292 IL-9 


4.6 


93104 LAK 

cells PMA/ionomycin and IL- 
18 


11 6 






93578 _NK Cells IL-2 resting 


3.0 


93357_Na-H292 IFN gamma 


3.4 


!/j iuy_iviixea j_,ympnocyte 
Reaction_Two Way MLR 


17.2 


93777 HPAEC - 


0.2 


y j i lu^jvuxeo .Lympnocyte 
ReactionJTwo Way MLR 


13.5 


93778 JBLPAEC_IL-1 beta/TNA 
alpha 


0.5 


93111 Mixed Tjvrnnhfievti* 
ReactionJTwo Way MLR 


5.4 


yj jh__in uiuid-i riuman i^ung 
Fibroblast none 


0.5 


93 1 ^Mononuclear Cells 
(PBMCs) resting 


9.1 


93253_JNormal Human Lung 
Fibroblast TNFa (4 ng/ml) and 


0.3 
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EL-lb (1 ng/ml) 




93113 Mononuclear Cells 
(PBMCs)_PWM 


11.5 


93257 JSfonnal Human Lung 
Fibroblast IL-4 


0.2 


93 1 14 Mononuclear Cells 
(PBMCs)_PHA-L 


20.5 


93256_Nonnal Human Lung 
Fibroblast BL-9 


0.3 


93249_Ramos (B cellLnone 


70.5 


93255_Normal Human Lung 
Fibroblast IL-13 


0.6 


93250 JRamos (B 
cell) ionomycin 


100.0 


93258_NormaI Human Lung 
Fibroblast IFN gamma 


0.5 


93349 B lyrnphocytes_PWM 


12.4 


93 106_Dermal Fibroblasts 
CCD1070_resting 


0.5 


93350_B lyraphoytes_CD40L 
andIL-4 


64.9 


93361 JDennal Fibroblasts 
CCD1070JTNF alpha 4 ng/ml 


4.1 


92665 JEOL-1 

(Eosinophil)_dbcAMP 

differentiated 


10.0 


93105_Dermal Fibroblasts 
CCD1070JL-1 beta 1 ng/ml 


0.1 


93248_EOL-l 

(Eosinophil)_dbcAMP/PMAion 
oroycin 


£ Q 


93772_dermal fibroblast JFN 
gamma 


i n 

l.V 


93356 Dendritic Cells none 


10.1 


93771_dermal fibroblastJL-4 


2.2 


93355_Dendritic Cells_LPS 
luU ng/nu 


01 i 


yjoVz Jjennax norooiascs none 


1 A 


93775 JDendritic Cellsjinti- 


O Q 


yyjLSji. iNeuuopnus l iNraTjjro 


0 9 


93 774_Monocytes_resting 




yyz\j d _in e inropnns none 


JO.l 


93776 JvlonocytesJJS 50 
ng/mi 


<1 1 


/jDUiu vyOion normal 




93581 Macrophages resting 


18.4 


735019 Lung none 


5.5 


93582_MacrophagesJLPS 100 
ng/ml 


19.7 


64028-1 Thymus none 


8.2 


93098 JHUVEC 
(Endothelial)_none 


0.0 


64030-l_Kidney_none 


9.8 


93099_HUVEC 
(Endothelial)__starved 


0.3 







Tabic 27. Panel CNSD.01 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


cnslx4tm6179f 
agl493 bl 


cnslx4tm6179f 
agl493Jbl 


102633 BA4 Control 1 


14.8 


102605 BA17PSP 


15.9 


102641 BA4 Control 


51.1 


102612 BA17PSP2 


8.3 


102625 BA4Alzheimer , s2 


3.6 


102637_Sub Nigra Control 


28.5 


102649 BA4 Parkinson's 


36.3 


102645_Sub Nigra Control2 


47.1 


102656 BA4Parkinson's2 


54.3 


102629_Sub Nigra 
Alzheimer , s2 


3.3 


102664JBA4 Huntington's 


17.2 


102660_Sub Nigra Parkmson's2 


61.6 


102671_BA4 Huntington's2 


4.3 


102667_Sub Nigra 
Huntington's 


37.6 
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102603 BA4PSP 


0.0 


luiU / *t QUI/ lNlgla 

Huntington's2 


8.2 


102610 BA4PSP2 


14.0 


102614_Sub Nigra PSP2 


4.6 


102588J8A4 Depression 


14.9 


102592 Sub Nigra Depression 


6.8 


102596JBA4 Depression 


2.6 


102599 Sub Nigra Depression2 


6.6 


1 \j£0j L t £>/\ / v^oncroi 


1 a < 


102636 Glob Palladus Control 


10.2 


102642 BA7Control2 


13.7 


102644 Glob Palladus Control2 


9.0 


102626 BA7 Alzheimer's2 


3.9 


102620_Glob Palladus 
Alzheimer's 


4.4 


102650 BA7 Parkinson's 


18.2 


102628_Glob Palladus 
Alzheimer^ 


2.6 


iuzoj/ £>a/ rarKmsonsz 


AC C 

45 ,o 


102652_Glob Palladus 
Parkinson's 


80.4 


102665 BA7 Huntington's 


35.9 


iuzo3y_vjioo r^auaaus 
Parkinson's2 


5.2 


luzo/z jd/y/ Huntington sz 


ton 

18.7 


102606 Glob Palladus PSP . 


6.4 


\(\ e }fI\A PA7PQP 


CA o 

54.0 


102613 Glob Palladus PSP2 


2.7 


102611 BA7PSP2 


17.8 


109^01 OlrVh Pollarliio 

1 UZ J y l_VJ10 D i oUoQUS 

Depression 


4.0 


102589 BA7 Depression 


11.2 


102638 Temp Pole Control 


13.8 


iuzojz r>/vy control 


16.1 


102646 Temp Pole Control2 


100.0 


1UZ04U x>Ay L/Ontroiz 


96.5 


102622 Temp Pole Alzheimer's 


0.8 


1 AO PAQ AU^aJ-mfltJfl 

luzoi / oAy Aizneimers 


0.0 


102630JTemp Pole 
Alzheimer 


3.0 


102624 BA9Al2heimei , s2 


7.0 


102653_Temp Pole Parkinson's 


51.3 


iuzo^fo 15 /vy r aricmson s 


29.5 


102661_Temp Pole 
Parkinson , s2 


34.2 


102655 BA9Parkinson's2 


47.8 


iuzooo^icmp roie 
Huntington's 


50.4 


i uzooJ JtJAy Huntington s 


27.6 


102607 Temp Pole PSP 


1.2 


iuzo /u rSAV Huntington sz 


14.9 


102615 Temp Pole PSP2 


1.7 


102602 BA9PSP 


9.0 


1 AAA Torrm D/\1a 

iuzouu_iemp t^oie 
Depression2 


8.9 


102609 BA9PSP2 


3.1 


102639_Cing Gyr Control 


50.1 


102587 BA9 Depression 


3.2 


102647_Cing Gyr Control2 


55.7 


102595 BA9 Depression2 


5.3 


102623 Cing Gyr Alzheimer's 


18.9 


102635_BA17 Control 


17.9 


10263 l_Cing Gyr Alzheimer's2 


0.9 


102643 BA17 Control2 


37.2 


102654 Cing Gyr Parkinson's 


35.5 


luzoz/ dai / Aizneinier sz 


5./ 


102662 Cing Gyr Parkinson s2 


84.5 


iuzom bai / rariansons 


AC *7 

45.7 


102669 Cmg Gyr Huntington's 


67.5 


102658 BAI 7 Parkinson's2 


18.1 


iuzo / o__v/ing vjyr 
Huntington ! s2 


23.3 


102666 BA17 Huntington's 


15.1 


102608 Cing Gyr PSP 


14.0 


102673_BM7 Huntington's2 


13.0 


102616_CingGyrPSP2 


7.9 


102590_BA17 Depression 


9.4 


102594_Cing Gyr Depression 


3.0 


102597_BA17 Depression2 


31.9 


102601_Cing Gyr Depression2 


11.8 
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Panel 1.2 Summary: Agl493 The high expression of the MOL3a gene seen in 
adipose (CT value = 25) is most likely skewed due to genomic DNA contamination in this 
sample. Otherwise, the gene is expressed mainly in normal tissues, including hrain 
(particularly cerebral cortex), kidney, and prostate. Expression of the MOL3a gene in skeletal 

5 muscle and liver may suggest function in metabolic diseases, including obesity and diabetes. 
Furthermore, MOL3a expression is down regulated in a number of tumor cell lines relative to 
the normal controls suggesting a potential utility of this gene in the treatment of cancer. 

Panel 1.3D Summary: Agl493 In this panel, highest expression of the MOL3a gene 
is detected in the amygdala of the brain (CT value = 29.6). This may suggest that the MOL3a 

.0 gene plays a role in normal brain function, including fear and anxiety response. In addition, 
high expression is also observed in adipose and bone marrow suggesting potential roles in 
metabolic and immune function. Overall, expression of the MOL3a gene in panel 1.3D 
reveals that it is associated mostly with normal tissues, hi a couple of instances, the 
expression of this gene is seen in clusters of cell lines, specifically in breast and ovarian cancer 

.5 cell lines. Thus, therapeutic modulation of expression of this gene may be of utility in the 
treatment breast and ovarian cancers. Alternatively, replacement of the MOL3a protein that is 
missing from some cancer cells using recombinant protein might provide a useful treatment 
for these types of cancers. 

Panel 2D Summary: Agl493 Expression of the MOL3a gene is highest in thyroid 

10 and appears to be widespread across many samples on Panel 2D. However, overall there 
appears to be generally higher expression in normal tissues when compared to cancerous 
counterparts. Thus, therapeutic modulation of this gene or gene product might show utility for 
a range of oncology indications. Semaphorins and their receptors are known signals for axon 
guidance; they are also suspected to regulate developmental processes involving cell migration 

15 and morphogenesis, and have been implicated in immune function and tumor progression. 

Panel 4.1D Summary: Agl493 The MOL3a transcript is highly expressed in a B cell 
line as well as in B cells stimulated with CD40L and IL4. Expression of this transcript is also 
found to a lesser degree in monocytes and macrophages independently of their activation 
status. Of interest, CD100, which is an activation molecule on T cells, is a member of the 

;0 semaphorin protein family. The semaphorin B-like protein encoded by the MOL3a transcript 
could therefore also serve as a B cell activation marker. The semaphorin family has 
additionally been reported to play a role in chemotaxis. Thus, protein therapeutics or 
monoclonal antibodies raised against the MOL3a protein, could inhibit spontaneous and 
chemokine induced migration of B cells and monocytes and potentially regulate B cell 
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differentiation and B cell isotype switching. Regulation of this molecule by protein 
therapeutics or monoclonal antibodies could also function to regulate immunity and be 
important for the treatment of autoimmune diseases, allergic diseases, and immune rejection in 
transplantation. In support of this hypothesis, recent studies indicate that semaphorins bind 

5 with high affinity to at least two different receptor families and are biologically active on 
immune cells as well as neuronal cells (Curr Opin Immunol 1999 Aug;ll(4):387-91). 

Panel CNSD.01 Summary: Agl493 Semaphorins can act as axon guidance proteins, 
specifically through their ability to act as chemorepellents that inhibit CNS regenerative 
capacity. Although there is considerable variance between individuals in MOL3a gene 

.0 expression levels in this panel, levels of this protein are reduced to less than 1/3 of that seen in 
controls in the temporal cortex of Alzheimer's patients (which shows marked synaptogenic 
loss in mid to late phases of the disease) as well as in diseases not associated with 
neurodegeneration of the temporal cortex. Therefore, manipulation of levels of this protein 
may be of use in inducing a compensatory synaptogenic response to neuronal death in 

1 5 Alzheimer's disease. 

D. MOL4 

Expression of gene MOM was assessed using the primer-probe set Agl216, described 
10 in Table 28. Results of the RTQ-PCR runs are shown in Tables 29, 30, 3 1 , and 32. 



Table 28. Probe Name: Agl216 



jprimers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


[Forward 


5 ' - C CCGAAG AAT GAAAAGTAC ACA - 3 » 


59.1 


22 


5263 


77 


Jprobe 


FAM-5 1 - j 
CCCATGGAATTCAAGACCCTGAACAA- 3 1 - 
TAMRA 


69.7 


26 


5285 


78 


(Reverse 


5 ■ - AATGGGTAGAAGTTGGCTCTGT - 3 « 


59.2 


22 


5331 


79 



15 

Table 29. Panel 1.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
£xpression(%) 


1.2tml404f 
agl216 


1.2tml404f 
agl216 1 


Endothelial cells 


0.0 


Renal ca. 786-0 


100.0 
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Endothelial cells (treated) 


76.8 


Renal ca. A498 


3.0 


Pancreas 


11.3 


Renal ca.RXF 393 


45.4 


Pancreatic ca. CAP AN 2 


0.0 


Renal ca. ACHN 


0.2 


Adrenal Gland (new lot*) 


12.2 


Renal ca.UO-31 


0.0 


Thyroid 


11.6 


Renal ca. TK-10 


0.0 


Salivary gland 


2.7 


Liver 


7.5 


Pituitary gland 


12.6 


Liver (fetal) 


7.7 


Brain (fetal) 


77.9 


Liver ca. (hepatoblast) HepG2 


0.0 


Brain (whole) 


73.2 


Lung 


6.1 


Brain (amygdala) 


33.7 


Lung (fetal) 


13.1 


Brain (cerebellum) 


6.8 


Lung ca- (small cell) LX-1 


0.0 


Brain (hippocampus) 


75.3 


Lung ca. (small cell) NCI-H69 


0.0 


Brain (thalamus) 


9.9 


Lung ca. (s.cell var.) SHP-77 


0.0 


Cerebral Cortex 


87.7 


Lung ca. (large ceU)NCI-H460 


0.0 


Spinal cord 


8.3 


Lung ca. (non-sm. cell) A549 


0.0 


CNS ca. (glio/astro) U87-MG 


0.0 


Lung ca. (non-s.cell) NCI-H23 


0.0 


CNo ca. (glio/astro) U-Hb-MCj 


1.5 


Lung ca (non-s.cell) tiUr-oz 


A A 
O.U 


uiSo ca. (astro; oWI/oj 


A A 

u.u 


Lung ca. (non-s.clj INCI-Jtiozz 


A A 
U.U 


AS 


1U 


Lung ca. (squam.) SW 900 


0.0 


USb ca. (astro) br-jJv 


A A 


Lung ca. {squam. ) jNui-xtjyo 


U.U 


CNS ca. (astro) SNB-75 


6.4 


Mammary gland 


! 13.0 


CJNi> ca. (gllOJ bNjD-19 


4.4 


Breast ca.* (pi. efiusion) MCF- 


A A 
U.U 


CNSca.(glio)U251 


4.2 


231 


0.0 


CNS ca. (glio) SF-295 


0.0 


Breast ca * (pi. effusion) T47D 


0.0 


Heart 


61.1 


Breast ca. BT-549 


1.8 


Skeletal Muscle (new lot*) 


8.2 


Breast ca. MDA-N 


0.0 


Bone marrow 


0.1 


Ovary 


10.2 


Thymus 


02 


Ovarian ca. OVCAR-3 


66.4 


Spleen 


0.0 


Ovarian ca. OVCAR-4 


1.3 


Lymph node 


5.1 


Ovarian ca. OVCAR-5 


3.5 


Colorectal 


02 


Ovarian ca. OVCAR-8 


0.0 


Stomach 


5.9 


Ovarian ca. IGROV-1 


0.3 


Small intestine 


11.8 


Ovarian ca * (ascites) SK-OV-3 


0.0 


Colon ca. SW480 


0.0 


Uterus 


7.7 


Colon ca * (SW480 met)SW620 


2.7 


Placenta 


8.1 


Colon ca. HT29 


0.0 


Prostate 


4.6 


Uolon ca. JiC 1 - 1 1 o 


A A 
U.U 


rrostate ca. (Done metjFU-J 


A A 
U.U 


uoion ca. ca(Jo-z 


A < 

U.j 


lesns 


4.0 


83219 CC Well to Mod Diff 


A < 
U.D 


Melanoma ttsooo{yy).l 


A A 
U.U 




A 0 


AAeA cm rim a * (rr\t*i\ TJo^CQrR^ T 

ivieianuuia ^met ^ xiso o o^r> j. x 


ft A 


Gastric ca* (liver met) NCI- 
N87 


0.0 


Melanoma UACC-62 


0.0 


Bladder 


6.7 


Melanoma M14 


0.0 
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Trachea 


3.1 


Melanoma LOXIMVI 


0.0 


Kidney 


32.3 


Melanoma* (met) SK-MEL-5 


0.0 


Kidney (fetal) 


51.8 


Adipose 


1.5 



Table 30. Panel 2.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


2.2x4tm6515f 
agl216 bl 


2.2x4tm6515f 
agl216 bl 


Normal Colon GENPAK 
061003 


0.1 


83793 Kidnev NAT (OD04348) 


11.6 


97759 Colon cancer (OD06064) 


0.0 


98938 Kidney malignant cancer 
(OD06204B) 


0.0 


97760 Colon cancer NAT 
(OD06064) 


0.4 


98939 Kidney normal adjacent 
tissue (OD06204E) 


1.4 


97778 Colon cancer (OD06159) 


0.0 


85973 Kidnev Cancer 
fOD04450-0n 


1.3 


97779 Colon cancer NAT 
(OD06159) 


0.8 


85974 Kidnev NAT COD04450- 

Q3J 


3.2 


98861 Colon cancer (OD06297- 
04) 


0.0 


Kidney Cancer Clontech 
8120613 


0.0 


98862 Colon cancer NAT 
(OD06297-015) 


0.6 


Kidney NAT Clontech 8120614 


3.5 


83237 CC Gr.2 ascend colon 
(OD0392D 


0.2 


Kidney Cancer Clontech 
9010320 


3.5 


83238 CC NAT <GD0392tt 


0.0 


Kidney NAT Clontech 9010321 


0.9 


97766 Colon cancer metastasis 
(OD06104) 


0.2 


Kidney Cancer Clontech 
8120607 


8.3 


97767 Lung NAT (OD06104) 


1.1 


Kidney NAT Clontech 8120608 


0.7 


87472 Colon mets to lung 
(OD04451-01) 


0.3 


Normal Uterus GENPAK 
061018 


2.9 


87473 Lune NAT COD0445 1- 
02) 


0.4 


Uterus Cancer GENPAK 
064011 


0.2 


Normal Prostate Clontech A+ 
6546-1 (8090438) 


0.5 


Normal Thyroid Clontech A+ 
6570-1 (7080817) 


0.4 


84140 Prostate Cancer 
(OD04410) 


0.2 


Thyroid Cancer GENPAK 
064010 


0.2 


84141 Prostate NAT 
(OD04410) 


0.0 


Thyroid Cancer INVITROGEN 
A302152 


0.3 


Normal Ovary Res. Gen. 


2.3 


Thyroid NAT INVITROGEN 
A302153 


0.3 


98863 Ovarian cancer 
(OD06283-03) 


4.6 


Normal Breast GENPAK 
061019 


1.3 


98865 Ovarian cancer 
NAT/fallopian tube (OD06283- 
07) 


1.3 


84877 Breast Cancer 
(OD04566) 


0.4 


Ovarian Cancer GENPAK 
064008 


9.7 


Breast Cancer Res. Gen. 1024 


0.4 ! 


97773 Ovarian cancer 
(OD06145) 


0.0 


85975 Breast Cancer 
COD04590-01) 


1.6 
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97775 Ovarian cancer NAT 
(OD06145) 


0.0 


85976 Breast Cancer Mets 
fOD04590-<m 


0.8 


98853 Ovarian cancer 
(OD06455-03) 


0.2 


87070 Breast Cancer Metastasis 
OD04655-05) 


0.6 


98854 Ovarian NAT 
(OD06455-07) Fallopian tube 


1.9 


GENPAK Breast Cancer 
D64006 


0.9 


Normal Lung GENPAK 061010 


0.6 


Breast Cancer Clontech 
9100266 


1.4 


92337 Invasive poor diff. lung 
adeno(ODO4945-01 


0.4 


Breast NAT Clontech 9 100265 


0.6 


92338 Lung NAT (OD04945- 
03) 


0.2 


Breast Cancer INVTTROGEN 
A209073 


0.0 


84136 Lune Malienant Cancer 
COD03126) 


0.0 


Breast NAT INVTTROGEN 
A2090734 


1.4 


84137 Lung NAT (OD03126) 


0.4 


97763 Breast cancer 
(OD06083) 


0.8 


90372 Lung Cancer 
(OD05014A) 


1.0 


97764 Breast cancer node 
metastasis (OD06083) 


0.9 


90373 Lung NAT (OD05014B) 


2.1 


Normal Liver GENPAK 
061009 


0.3 


97761 Lung cancer (OD06081) 


0.8 


Liver Cancer Research Genetics 
RNA 1026 


0.7 


97762 Lung cancer NAT 
(OD06081) 


0.4 


Liver Cancer Research Genetics 
RNA 1025 


1.6 


85950 Lung Cancer (OD04237- 
011 


0.4 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


0.0 


85970 Lung NAT (OD04237- 
021 


0.0 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


0.0 


83255 Ocular Mel Met to Liver 
fODO4310) 


0.2 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


1.3 


83256 Liver NAT (ODO4310) . 


0.0 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


0.4 


84139 Melanoma Mets to Lung 
(OD0432n 


0.7 


Liver Cancer GENPAK 064003 


0.5 


84138 Lung NAT fOD04321") 


0.0 


Normal Bladder GENPAK 
061001 


0.8 


Normal Kidney GENPAK 
061008 


1.7 


Bladder Cancer Research 
Genetics RNA 1023 


0.7 


83786 Kidnev Ca. Nuclear 
grade 2 COD04338) 


5.3 


Bladder Cancer INVTTROGEN 
A302173 


0.2 ! 


83787 Kidnev NAT (0004338) 


6.2 


Normal Stomach GENPAK 
061017 


1.0 


83788 KidneY Ca Nuclear grade 
1/2 (OD04339) 


100.0 


Gastric Cancer Clontech 
9060397 


0.2 


83789 Kidnev NAT (OD04339) 


3.0 


NAT Stomach Clontech 
9060396 


0.4 


83790 Kidnev Ca. Clear cell 
tvpe ( OD04340) 


.26.3 


Gastric Cancer Clontech 
9060395 


A A 
0.4 


83791 Kidnev NAT (OD04340) 


0.9 


NAT Stomach Clontech 
9060394 


0.7 


83792 Kidnev Ca. Nuclear 


5.1 


Gastric Cancer GENPAK 


LI 
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grade 3 (0004348) 



064005 



Table 31. Panel 4D 



Tissue Name 


Keiauve jlx 


>ression(%) 


4Tlfm'Jrt'77f 
*§MJIMMLL\M 1 L\ 

ael216 


41/1111x^401 

agl216 " 


93768 Secondary Thl anti-CD28/anti-CD3 


0.0 


0.0 


93769 Secondary Th2 anti-0)28/anti-CD3 


0.0 


0.0 


93770_SecondaryTrl anti-CD28/anti-CD3 


0.0 


0.0 


93573_Secondary Thl resting day 4-6 in EL-2 


0.0 


0.0 


93572 Secondary Th2 resting day 4-6 in IL-2 


0.0 


0.0 


93571 Secondary Trl resting day 4-6 in IL-2 


0.0 


0.0 


93568 primary Thl anti-CD28/anti-CD3 


0.0 


0.0 


93569 primary Th2 anti-CD28/anti-CD3 


0.0 


0.0 


93570jprimaryTrl anti-CD28/anti-CD3 


0.0 


0.0 


93565 primary Thl resting dy 4-6 in IL-2 


0.0 


0.0 


93566 primary Th2 resting dy 4-6 in IL-2 


1.1 


0.0 


93567 primary Trl resting dy 4-6 in IL-2 


0.0 


0.9 


9335 1_CD45RACD4 lymphocyte anti-CD28/anti-CD3 


0.0 


0.0 


93352 CD45RO CD4 lymphocyte anti-CD28/anti-CD3 


0.8 


0.0 


93251 CD8 Lymphocytes anti-CD28/anti-CD3 


0.0 


0.0 


93353 chronic CD8 Lymphocytes 2ry resting dy 4-6 in IL-2 


0.0 


1.3 


93574 chronic CD8 Lymphocytes 2ry activated CD3/CD28 


0.0 


0.0 


93354 CD4 none 


0.0 


0.9 


93252 Secondary Thl/rh2/rrl anti-CD95 CHI 1 


0.0 


0.0 


93103 LAK cells resting 


0.0 


0.0 


93788 LAK cells_IL-2 


0.0 


0.0 


93787 LAK cells IL-2+IL-12 


0.0 


1.9 


93789JLAK cells_IL-2+IFN gamma 


1.1 


0.0 


93790 LAK cells IL-2+EL-18 


0.0 


0.0 


93 104 LAK cellsJPMA/ionomycin and IL-18 


0.0 


0.0 


93578JNK Cells IL-2 resting 


0.0 


0.0 


93 109 Mixed Lymphocyte Reaction Two Way MLR 


0.0 


0.0 


93 1 lO Mixed Lymphocyte Reaction Two Way MLR 


0.0 


0.0 


93111 Mixed Lymphocyte Reaction Two Way MLR 


0.0 


0.0 


93 1 12_Mononuclear Cells (PBMCs) resting 


0.0 


0.0 


93 113_Mononuclear Cells (PBMCs) PWM 


2.8 


2.5 


93 1 ^Mononuclear Cells (PBMCs) PHA-L 


0.0 


3.1 


93249_Ramos (B cell)_none 


0.0 


0.0 


93250_Ramos (B cell)ionomycin 


0.0 


0.0 


93349_B lymphocytes J>WM 


0.0 


0.0 


93350 Blymphoytes CD40L and DL-4 


1.1 


0.0 


92665_EOL-l (Eosinophil) dbcAMP differentiated 


' _ 0.0 


0.0 


93248 JEOL-l (Eosinophil) dbcAMP/PMAionomycin 


0.0 


0.0 



193 



WO 02/06339 



PCT/US01/21249 



AO O C/Z 'non/^mfto Poll*-. 

yjjjo lyenuntic <Jeus none 


0 0 


0 0 


yjD jj jL/cnanuc v^eus Lro iuu ng/mi 




0 0 




0 0 


0 0 


yj/i** monocytes resting 


00 

V/.V 


00 


jj / /o monocytes Lro du ng/mi 


00 


0 0 


zODoi jviacropnagcs resting 


0 0 


0 0 


yjjoZ. jyiacropnage s jlto luu ng/nu 


0 K 


0 0 


yovyo dX) vhc lEnaotnenaij none 


0 0 


0 0 


7jUt7 Jtiu vex* ^xinaoineiiaij siarveQ 


0 0 


0 0 


aq inn ttt TV/UP rEr%A*\+l\aliaV\ TT IK 


0 0 

V/.v 


1 o 


o-iT'70 xjt t\/t?p m** a >-k.+"U j <» 1^ 1 dkt mmmo 

yj//y xiu viic (linaotneiiai j lrJN gamma j 


0 0 


0 0 


yjluz jiUVJcC (Jtinaotneiiaij ij\r aipna + irXM gamma 


0 0 


0 0 


93101 HUVEC (Endothelial) TNF alpha + IL4 


0.0 


0.0 


93781 HUVEC (Endothelial) 1L-11 


0.9 


0,0 


93583 Lung Microvascular Endothelial Cells none 


0.0 


0.0 


93584 Lung Microvascular Endothelial Cells JTNFa (4 ng/ml) 
andBLlb (1 ng/ml) 


0.0 


0.0 


92662 Microvascular Dermal endothelimn none 


0.0 


0.0 


92663 Microsvasular Dermal endotheliumJTNFa (4 ngfal) and 
DLlb(l ng/ml) 


0.0 


0.0 


93773 Bronchial epithelium TNFa (4 ng/ml) and ILlb (1 
ng/ml) ** 


20.3 


31.9 


93347 Small Airway Epithelium none 


1.8 


2.0 


93348_Small Airway EpitheUumJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


2.7 


2.5 


92668 Coronery Artery SMC resting 


0.0 


0.0 


92669_Coronery Artery SMC JTNFa (4 ng/ml) and ILlb (1 
ngftnl) 


00 


0 0 

v/.v/ 


yiiu/ astrocytes resung 




163 


yj lUo astrocytes lJNra [h ng/mij ana ll id ngrmif 




13 5 


92666 KU-olz (Basophil) restmg 


0 0 


0 0 


92667 KU-oiz (.Basophil) rMA/ionoycm 


0 0 


0 0 


93579 CCD 1106 (Keratmocytes) none 




0 0 


93 5 80 CCD 1106 (Keratmocytes ) l JNr a ana irssg 


0 0 


4 1 


AO*7A1 T IifM PI. .-1 . nnln 

y 3 I Hver Cirrnosis 


1 0 


2 3 


A O T A A T i i .-1 "C 2 arm * 

yi jyi Lupus jsjdney 


S Q 


10 3 




1 6 


0.0 


qooco XTPT UOOO TT _A 


0 7 


00 




00 


2.8 




0 0 


0.0 


AO OCT XTPT TJIQ') TTTXT rrammo 

yjjj i JNCl-xlzyz JJrJN gamma 


0 0 


0 0 


93777 HPAEC - 


0.0 


0.0 


93778 HPAEC DL-1 beta/TNA alpha 


0.0 


0.0 


93254 Normal Human Lung Fibroblast none 


0.0 


0.0 


93253 Normal Human Lung Fibroblast JTNFa (4 ng/ml) and IL- 
lb (1 ng/ml) 


0.0 


0.0 


93257 Normal Human Lung Fibroblast IL-4 


0.0 


0.0 
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"Normal Human T una FiVirr»Vi1jicf TT -Q 


0 A 

u.u 


A A 
U.U 


Q37S^ "Mnrmiil TTiimfln I una PiTimWoof TT 1 3 


0 A 


A A 
U.U 


yj&jo iNOiituu. nunuui x^ung jriDroDiast lriN gErnina 


A A 
U.U 


U.U 


Q^1A£ TVrmal T«i Virohl a etc PPHI A7A rpcfmir 


A A 


A A 
U.U 


j j jui nidi riorouiasis v>\^l/iu /u 1 iNr aipna h- ng/rni 


A A 


A A 
U.U 


9^1 OS nprmnl "Fihrnhloctc Pmi 070 TT 1 W*ta 1 no/ml 


A A 


A A 
U.U 


0^779 Hf*rmnl fihrnVilact TT7NJ era mm a 
2fJ / /Z, dciuial nuiODlaSi IT IN gamma 


A A 
U.U 


A A 
U.U 


Q1771 H formal fihmVklact TT -A 
yj fix UCllllai IlDrOUlaol .11 «-*t 


A A 
U.U 


i r 
l.D 




1 c 

L.J 


7 ° 
Z.o 


93960 TRD Politic 9 


A A 
U.U 


1 7 


91961 TRD Prnnnc 


1 A 
1.4 


/l A 
4.U 


735010 Colon normal 




9 7 


735019 Lung none 


52.1 


42.3 


64028-1 Thymus none 


100.0 


100.0 


64030-1 Kidney none 


1.6 


0.0 



Panel 32. Panel CNSD.01 



Tissue Name 


Relative 
jiixpression^ /o j 




Relative 

I? VMB>AC1«1 Alt! 0/.\ 

EvXpression^ /o) 


cnslx4tm6177f 
_«j*azxo dz 


cnslx4tm6177f 
agizio dz 


102633 BA4 Control 


18.7 


102605 BA17PSP 


38.3 


102641 BA4Control2 


62.0 


102612 BA17PSP2 


19.2 


102625 BA4 Alzheimer's2 


17.2 


102637 Sub Nigra Control 


6.8 


102649 B A4 Parkinson's 


79.4 


102645_Sub Nigra Control2 


12.2 


102656 BA4Parkinson's2 


54.7 


102629jSub Nigra 
Alzheimer's2 


10.8 


102664 BA4 Huntington's 


37.5 


102660_Sub Nigra Parkinson f s2 


17.4 


102671 BA4Huntington's2 


17.0 


102667_Sub Nigra 
Huntington's 


21.1 


102603 BA4PSP 


16.5 


102674_Sub Nigra 
Hvmtington's2 


8.6 


102610 BA4PSP2 


22.9 


102614J3ub Nigra PSP2 


1.9 


102588 BA4 Depression 


45.0 


102592_Sub Nigra Depression 


1.9 


102596_BA4 Depression2 


27.0 


102599 Sub Nigra Depression2 


3.6 


102634 BA7 Control 


45.2 


102636 Glob Palladus Control 


21.2 


102642 BA7 Control 


25.5 


102644 Glob Palladus Control2 


12.8 


102626 BA7 Alzheimer's2 


20.0 


102620_Glob Palladus 
Alzheimer's 


3.0 


102650 BA7 Parkinson's 


48.1 


102628_Glob Palladus 
Alzheimer's2 


4.2 


102657 BA7Parkinson's2 


27.3 


102652_Glob Palladus 
Parkinson's 


100.0 


102665 BA7 Huntington's 


58.5 


102659J51ob Palladus 
Parkinson's2 


10.6 


102672_BA7 Huntington^ 


65.1 


102606 Glob Palladus PSP 


4.3 
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102604 BA7PSP 


93.8 


102613 GlobPalladusPSP2 


6.8 


102611 BA7PSP2 

X V V X X JUfJ. X / X t-/X M 


34.8 


lUZDyi_Ulob raiiaaus 
Depression 


9.1 


102589_BA7 Depression 


20.9 


102638 Temp Pole Control 


29.7 


102632 BA9 Control 


35.4 


1 02646 JTemp Pole Control2 


63.9 


102640 BA9 Control2 


58.7 


102622_Temp Pole Alzheimer's 


7.3 


102617 BA9 Alzheimer's 


9.2 


102630JTempPole 
Alzheimer's2 


16.4 


102624 BA9 Alzheimer^ 


36.1 


102653_Temp Pole Parkinson's 


88.4 


102648 BA9 Parkinson's 


33.0 


10266 lJTemp Pole 
Parkinson^ 


50.2 


102655 BA9 Parkinson^ 


32.2 


1 UZooo_l Gtnp role 
Huntington's 


63.5 


102663 BA9 Huntington's 


50.4 


102607_Temp Pole PSP 


22.1 


102670 BA9 Huntington's2 


18.6 


10261 5_Temp Pole PSP2 


11.4 


102602 BA9 PSP 


14.3 


1 UZoUU_ 1 enip role 
D epressi on2 


36.9 


102609 BA9PSP2 


7.6 


102639 Cine Gvr Control 


60.1 


102587 B A 9 Denression 


14.9 


102647 Cing Gyr Control2 


48.0 


102595 BA9 Deoression2 


18.3 


102623 Cing Gyr Alzheimer's 


19.4 


102635 BA17 Control 


87.9 


102631 Cing Gyr Alzheimer's2 


24.8 


102643 BA17Control2 


73.0 


102654_ Cing Gyr Parkinson's 


29.7 


102627 BA17 Alzheimer^ 


36.7 


102662_Cing Gyr Parkinson^ 


33.2 


102651 BA17 Parkinson's 


81.0 


102669 Cing Gyr Huntington's 


36.0 


102658 BA17 Parkinson^ 


95.4 


iUZo/o_uing Lryr 
Huntington's2 


27.7 


102666 BA17 Huntington's 


78.7 


102608_CingGyrPSP 


20.7 


102673 JBA17 Huntington , s2 


37.6 


102616_CingGyrPSP2 


3.9 


102590_ BA17 Depression 


33.7 


102594 Cing Gyr Depression 


34.6 


102597 BA17 Depression2 


73.7 


102601 Cing Gyr Depression2 


21.0 



Panel 1.2 Summary: Agl216 The MOL4 gene is well expressed in a variety of 
normal tissues including kidney, heart, brain, thymus and lung. Of interest is the robust 
expression in activated endothelial cells, which may indicate that this gene is important for 
angiogenesis or lymphocyte trafficking. Inflainmatory lymphocytes preferentially traffic into 
tissues by crossing activated endothelium. Expression of the M0L4 gene appears to be up 
regulated in renal cell carcinomas. In contrast, expression of the MOL4 gene is down 
regulated in a number of cancer cell lines (including pancreatic, CNS, breast, and lung) 
relative to the normal controls. No expression of this gene is detected in a variety of 
melanoma cell lines. Therefore, modulation of MOL4 gene function may provide an effective 
treatment for a variety of cancers. 

Panel 2,2 Summary: Apl216 Expression of the MOL4 gene appears to be associated 
with kidney cancers. This is in good agreement with the data obtained in Panel 1 .2 and 
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suggests that therapeutic modulation of this gene using inhibitory monoclonal antibodies or 
small molecules may prove useful in the treatment of kidney cancers. In addition, the MOL4 
gene may be a useful marker for the detection of renal cell carcinomas. 

Panel 4D Summary: Agl216 Two replicate experiments using the same probe and 
primer set were in good agreement. The MOL4 transcript is highly expressed in thymus. To a 
much lesser degree, the transcript is also expressed in the lung as well as in small airway 
epithelium treated with TNF-a and DL-lb. Therefore, protein therapeutics designed against the 
protein encoded for by this transcript could reduce inflammation in asthma or other lung 
disease such as emphysema. 

Panel CNSD.01 Summary: Agl216 Semaphorins can act as axon guidance proteins, 
specifically through their ability to act as chemorepellents that inhibit CNS regenerative 
capacity. Manipulation of levels of the MOL4 semaphorin-like protein may therefore be of use 
in inducing a compensatory synaptogenic response to neuronal death in Alzheimer's disease, 
Parkinson's disease, Huntington's disease, spinocerebellar ataxia, progressive supranuclear 
palsy, multiple sclerosis, ALS, head trauma, stroke, or any other disease/condition associated 
with neuronal loss. 



E. MOLSa 



Expression of gene MOL5a was assessed using the primer-probe sets Agl215 and 
Agl382 (identical sequences), described in Tables 33 and 34. Results of the RTQ-PCR runs 
are shown in Tables 35, 36, and 37. 



Table 33. Probe Name Agl215/Agl382 



Primers 


Sequences 


TM 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -AACCCATTATCCTGCGTAACAT-3 1 


59.6 


22 


619 


80 


Probe 


FAN- 5 ' - 

CCCCACCACTCCATGAAGACAGAGTA-3 1 - 
TAMRA 


68.5 


26 


645 


81 


Reverse 


5 » -CCTACAAAGTGAGGTTCGTTGA- 3 ■ 


59.3 


22 


685 


82 



Table 34 Panel 1.2 



Tissue Name 



Relative 
Expression(% 



Relative 
)|Expression(%) 
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Melanoma M14 


13.7 


6.7 


Melanoma LOX IMVI 


9.6 


1.8 


Melanoma* (met) SK-MEL-5 


27.4 


8.9 


Adipose 


62 


12.8 



Table 35. Panel 2.2 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


2.2x4tm6515f_ 
agl215_a2 


2.2x4tm6515f_ 
agl215_a2 


Normal Colon GENPAK 
061003 


31.4 


83793 Kidnev NAT (OD04348) 


39.7 


97759 Colon cancer (OD06064) 


34.3 


98938 Kidney malignant cancer 
(OD06204B) 


15.4 


Q77£fi rVilrtn pon^w \TAT 

y f f o\j kajlqu. cancer xnai 
(OD06064) 


18.6 


Q vQaO k inti/nr normal ayiio/tonf 

^o!/j> JSJuney nonnai aujaceni 
tissue (OD06204E) 


10.4 


97778 Colon cancer (OD06159) 


2.7 


85973 Kidnev Cancer 
(OD04450-01) 


15.3 


97779 Colon cancer NAT 
(OD06159) 


22.5 


85974 Kidnev NAT (OD04450- 
03) 


20.3 


98861 Colon cancer (OD06297- 
04) 


3.2 


Kidney Cancer Clontech 
8120613 


1.4 


98862 Colon cancer NAT 
(OD06297-015) 


30.6 


Kidney NAT Clontech 8120614 


20.3 


83237 CC Gr.2 ascend colon 
fOD03921) 


11.6 


Kidney Cancer Clontech 
9010320 


10.5 


83238 CC NAT K)D0392n 


8.4 


Kidney NAT Clontech 9010321 


9.0 


y 1 1 oo vxuon cancer me uis lasis 
(OD06104) 


5.1 


jsjiuncy v^ancer v^ioniecn 
8120607 


32.2 


nT7£7 T XT A T» /WTXrVZ' 1 f\A\ 

97767 Lung NAI (OD06104) 


8.3 


Kidney NAT Clontecn olzOoOo 


12.1 


87472 Colon mets to lung 
(OD04451-01) 


15.3 


Normal Uterus GENPAK 
061018 


31.8 


87473 Lung; NAT (OD04451- 
02) 


4.3 


Uterus Cancer GENPAK 
064011 


31.4 


Normal Prostate Clontech A+ 
6546-1 (8090438) 


in 


Normal Thyroid Clontech A+ 
6570-1 (7080817) 


3.0 


84140 Prostate Cancer 
(OD04410) 


10.0 


Thyroid Cancer GENPAK 
064010 


14.8 


84141 Prostate NAT 
fOD04410) 


14.3 


Thyroid Cancer INVTTROGEN 
A302152 


37.7 


Normal Ovary Res. Gen. 


74.7 


Thyroid NAT INVTTROGEN 
A302153 


7.0 


98863 Ovarian cancer 
(OD06283-03) 


27.6 


Normal Breast GENPAK 
061019 


35.4 


98865 Ovarian cancer 
NAT/fallopian tube (OD06283- 
07) 


6.4 


84877 Breast Cancer 
(OD04566) 


15.6 


Ovarian Cancer GENPAK 


16.2 


Breast Cancer Res. Gen. 1024 


51.4 
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064008 








97773 Ovarian cancer 
(OD06145) 


8.8 


85975 Breast Cancer 
(OD04590-011 


36.8 


97775 Ovarian cancer NAT 
(OD06145) 


24.6 


85976 Breast Cancer Mets 
fOD04590-03> 


21.0 


98853 Ovarian cancer 
(OD06455-03) 


9.9 


87070 Breast Cancer Metastasis 
(OD04655-05} 


66.6 


98854 Ovarian NAT 
(OD06455-07) Fallopian tube 


12.9 


GENPAK Breast Cancer 
064006 


19.0 


Normal Lung GENPAK 061010 


18.0 


Breast Cancer Clontech 
9100266 


27.7 


92337 Invasive poor diff. lung 
adeno(ODO4945-01 


11.8 


Breast NAT Clontech 9100265 


21.6 


92338 Lung NAT (OD04945- 
03) 


13.8 


Breast Cancer INVXTROGEN 
A209073 


15.1 


84136 Lune Malignant Cancer 
(OD03126> 


31.7 


Breast NAT INVTTROGEN 
A2090734 


28.5 


84137 LuneNAT fOD0312tf> 


5.6 


97763 Breast cancer 
(OD06083) 


100.0 


90372 Lung Cancer 
(OD05014A) 


17.7 


97764 Breast cancer node 
metastasis (OD06083) 


64.9 


90373 Lung NAT (OD05014B) 


13.7 


Normal Liver GENPAK 
061009 


17.1 


97761 Lung cancer (OD06081) 


10.2 


Liver Cancer Research Genetics 
RNA 1026 


15.0 


97762 Lung cancer NAT 
(OD06081) 


8.2 


Liver Cancer Research Genetics 
RNA 1025 


36.3 


85950 Lune Cancer <OD04237- 
011 


15.0 


Paired Liver Cancer Tissue 
Research Genetics RNA 6004- 
T 


18.1 


85970 LuneNAT (OD04237- 
02} 


24.0 


Paired Liver Tissue Research 
Genetics RNA 6004-N 


6.5 


83255 Ocular Mel Met to Liver 
(ODO4310> 


25.5 


Paired Liver Cancer Tissue 
Research Genetics RNA 6005- 
T 


33.3 


83256 Liver NAT COD043 10^ 


18.1 


Paired Liver Tissue Research 
Genetics RNA 6005-N 


31.6 


841 39 Melanoma Mets to Lung 
fOD04321) 


41.3 


Liver Cancer GENPAK 064003 


8.9 


84138 LuneNAT fOD0432n 


9.1 


Normal Bladder GENPAK 
061001 


14.7 I 


Normal Kidney GENPAK 
061008 


7.5 


Bladder Cancer Research 
Genetics RNA 1023 


6.0 


83786 Kidney Ca. Nuclear 
grade 2 (OD04338) 


34.7 


Bladder Cancer INVTTROGEN 
A302173 


28.9 


83787 Kidnev NAT (0004338^ 


7.6 


Normal Stomach GENPAK 
061017 


33.6 


83788 Kidnev Ca Nuclear erade 


38.3 


Gastric Cancer Clontech 
9060397 


3.6 


1/2 fOD04339 , » 


83789 Kidnev NAT (OD04339> 


6.8 


NAT Stomach Clontech 
9060396 


12.2 


83790 Kidnev Ca. Clear cell 
tvoefOD04340 , > 


19.2 


Gastric Cancer Clontech 
9060395 


15.1 
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83791 KidnevNAT/OD04340* 


18.7 


NAT Stomach Clontech 
9060394 


21.2 


83792 Kidnev Ca. Nuclear 
Erade3fOD043481 


10.4 


Gastric Cancer GENPAK 
064005 


17.4 



Panel 36. Panel 4D 



Tissue Name 


Relative 
fTvn r ess! nn f °A%\ 


Relative 

R , .Ynrps«ifin/°/n^ 

MSI \ 'V J 


4Dtm2070f 
agl215 


4Dtm2425t 
agl382 


93768_Sccondary Thl_anti-CD28/anti-CD3 


27.9 


19.6 


93769_Secondary Th2_anti-CD28/anti-CD3 


35.4 


25.5 


93770 Secondary Trl anti-CD28/anti-CD3 


42.0 


37.6 


93573 Secondary Thl resting day 4-6 in IL-2 


29.5 


18.8 


93572_SecondaryTh2 resting day 4-6 in IL-2 


27.5 


215 


9357 ^Secondary Trl resting day 4-6 in IL-2 


33.7 


232 


93568 primary Thl anti-CD28/anti-CD3 


35.1 


28.1 


93569 jrimaryTh2 anti-CD28/anti-CD3 


31.4 


25.7 


93570 primary Trl anti-CD28/anti-CD3 


55.9 


42.6 


93565_primaiyThl resting dy 4-6 in EL-2 


91.4 


100.0 


93566 primary Th2 resting dy 4-6 in EL-2 


68.8 


64.6 


93567 primary Trl resting dy 4-6 in IL-2 


55.5 


52.1 


93351 (^5RACD41ymphocyte^anti-CD28/anti-CD3 


21.6 


17.8 


93352_CD45RO CD4 lymphocyte_anti-CD28/anti-CD3 


24.5 


Ml 


93251_CD8 Lymphocytes_^anti-CD28/anti-CD3 


22.1 


15.5 


93353 chronic CD8 Lymphocytes 2ry_resting dy 4-6 in IL-2 


17.1 


12.4 


93574 chronic CD8 Lymphocytes 2ry activated CD3/CD28 


29.7 


18.2 ! 


93354 CD4 none 


17.9 


15.4 


93252 Secondary Thl/Th2/Trl anti-CD95 CHI 1 


71.7 


67.4 


93103 LAK cells resting 


17.1 


10.3 


93788 LAK cells DL-2 


21.5 


15.7 


93787 LAK cells IL-2+IL-12 


18.4 


17.1 


93789 LAK cells IL-2+IFN gamma 


29.5 


22.2 I 


93790 LAK cells JL-2+IL-18 


18.0 


22.1 


93 104_LAK cells PMA/ionomycin and EL-18 


10.7 


7.3 


93578JNK Cells IL-2 resting 


31.9 


172 


93109 Mixed Lymphocyte Reaction Two Way MLR 


9.5 


7.6 ! 


93 1 10_Mixed Lymphocyte ReactionJTwo Way MLR 


! 6.2 


6.8 


93 1 1 1 JVBxed Lymphocyte Reactionjwo Way MLR 


10.5 


8.5 


93 1 12_Mononuclear Cells (PBMCs)_resting 


10.7 


10.3 


93 1 13 Mononuclear Cells (PBMCs)_PWM 


50.7 


38.4 


93114 Mononuclear Cells (PBMCs)_PHA-L 


32.5 


312 


93249_Ramos (B cell)_none 


0.0 


0.0 
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y 3 z j u_ivamo s (x> cell j lonomycin 


A A 
0.0 


A ft 

0.0 


fill A Ci "D 1irmnl</\Airfnn HTX7X>T 

y334y o lympnocytes Jr wm 


36.1 


342 


yj^ju Jts lympnoytes clmmjl and ul-4 


lo.i 


17J2 


yzooD_.ciJJL- i (iiosmopniJ ) docAMr differentiated 


43.0 


ift 1 
30.1 


y3Z4o EuL-i vnosmopniij uDCAMJr/rMAionomycin i 


/3.Z 


OJ.7 j 


yj j jd uenanuc v^ens none 


l.o 


u.o 


"jjjj jjenannc ceils JLro iou ng/nu 


1.2 


C A 

5.0 


Jo i ij Jjenantic ceils anu-i_,jJ4U 


A A 

O.y 


n a 
O.y 


937 74_Monocytes_resting 


^> A 

2.9 


1 0 
l.o 


yi / /o Monocytes Lr& 50 ng/mi 


*^A 1 

29.7 


1 ft ^ 
19.2 


y 3 5 o l_Macropnagesjresting 


4.9 


2.3 


y 3 j oz Macropnages JLro l uu ng/ml 


«"7 /> 

7.2 


4.4 


yiUy© HUVJbC (Jbtnaotneliai) none 


A O 

9.2 


6.5 


yiuyy JiU VJbC (endothelial) starved 


18.6 


14.7 


93 1 00 HU ViiC (endothelial) JUL- 1 b 


3.9 


2.6 


yj l /y xiu ViiC (iindotnelialj_lrJN gamma 


1 A O 

19.2 


17.1 


y3 lUzJHU ViiC (endothelial) 1 Nr alpha + lr.N gamma 


2.1 


2.4 


93 101JHUVEC (Endothelial) TNF alpha + IL4 


15.3 


12.2 


93781^HUVEC (Endothelial) EL-U 


13.6 


15.3 


93583 Lung Microvascular Endothelial Cells none 


19.9 


20.4 


93584_Lung Microvascular Endothelial CellsJTNFa (4 ng/ml) 
andDLib (1 ng/ml) 


18.0 


14.9 


92662 Microvascular Dermal endothelium none 


29.7 


26.8 ! 


92663 Microsvasular Dermal endothelium TNFa (4 ng/ml) and 
ILlb(l ng/ml) 


36.9 


33.4 


93773 Bronchial epithelium TNFa (4 ng/ml) and ILlb (1 
ng/ml) ** 


41.5 


25.7 


93347 Small Airway Epifhelium_none 


13.3 


8.8 


93348_Small Airway EpitheliumJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


56.6 


45.4 


92668_Coronery Artery SMC jesting 


22.2 


19.8 


92669_Coronery Artery SMCJTNFa (4 ng/ml) and ILlb (1 
ng/ml) 


28.1 


1 ft ft 

19.9 


yi 10 / astrocytes resting 


1 1 A 

13.0 


Oft 

20.2 


yjl0o_astrocytes INra (4 ng/ml) and ILlb (1 ng/ml) 


23. / 


18.6 


QO/C/C/C VTT QtO A3nAA«U^1\ ^^ fT j_- _ 

yzooo _jvU-ol2 (Jb asopnilj resting 


AT 1 


/D.3 


Q7/C/C7 fTT Oil /T3nr.#>WU;T\ Xy\A A /.'a«aifa,'*. 

yzoo/ jmj-oIz (pasopiiiij_rJMLA/ionoycin 


1 An a 
1U0.U 


AA 1 

yu.i 


yj j /y LLD 1 lUo (Keratinocytes) none 


lo.o 


13.8 


y 3 j oO_uv^ij 1 1 uo (Keratinocytes) 1 JNr a and JLr JN g 


O/.o 


1 1.3 


y j 1 y i JLiver v^irrnosis 




12.3 


yj /yz ivUpus Jvianey 


2o./ 


10 0 
lo.o 


yjj / / i\^i-rizyz 


77 A 


Zo.3 


O'JI^fl XTf T TJTOO TT A 

yjjjo iNL,i-xizyz 1L-4 


Ol.l 






17 (\ 




93359 NQ-H292 E.-13 


44.4 


42.9 


93357JNCI-H292 IFN gamma 


21.0 


20.3 


93777 HPAEC - 


21.5 


17.2 



203 



WO 02/06339 



PCT/US01/21249 



93778_HPAEC_IL-1 beta/TNA alpha 


11.0 


9.5 


93254 Normal Human Lung Fibroblastjione 


31.0 


20.6 


93253_Normal Human Lung rxbroblast_lMr i a (4 ngmn) and 1L- 
lb CI ne/rnn 


26.1 


23.5 


93257 Normal Human Lnnp Fibroblast IL-4 


40.6 


37.1 


TJormal Human T una Fibroblast TT -9 

7JLJU XN V7XXXXAX XXHI 1 Iwll lvUHg X lUlvUlaoi -LU 7 


213 


17.7 


0^9 Normal Human T uno Fibroblast TT -1 ^ 

J J J J xriKjl. XXXQX XXUt 1 lau JUUUg X XU1 VL/l£lO I I.I. / XJ 


56.3 


532 


0^9*5R "Mnrm^l TTiiman Tjmtx Fibroblast IhN pamma 

Jj£*J\J xWjVxxxOiX. XXUXXXCUX LAUig X Xl/XUl/LOOL XX X^l fc<*i L1X1 IlI 


59.5 


45.4 


93106 Dermal Fibroblasts CCD 1070 resting 


47.0 


33.4 


93361 Dermal Fibroblasts CCD 1070 TNF aloha 4 ne/ml 

7*/ Jul .L/Vl lllcll X XLJX V7l7X<XolO WX/ 1 V / U XllX CLLLtklA i XJL AJUU 


73.7 


55.1 


931 OS Dermal Fibroblasts CCD 1070 TL-1 beta 1 nff/ml 

yJlvJ X^tiXXXClX X Xl7X\7l7X<iOlo VV^/17 I U / U XX-/ X 17wUX A iXgrlXXl 


36.6 


37.4 


93772 dermal fibroblast TFN oamTna 

JJ / / s* Ut/JXlX&i XI L/X UUIUO I XX X^l ^CXUXXX lit 


8.8 


9.7 


0^771 dermal fibroblast TT -4 

S *J / / X «-LwX XXXAX XX L/X \7 LSXuo I XL/™T 


202 


19.6 


93259 TRD Colitis 1** 

7JZ>«/7 XL} XT' VsV/XXLiO X 


132 


10.7 


Q^960 TOD Colitis 2 

7Ji.UU XXJJ_7 ^UIILXO 


4.1 


2.0 


9^261 TRD Crohn s 


3.1 


3.1 


735010 Colon normal 


29.9 


24.3 


735019 Lung none 


46.0 


38.4 


64028-1 Thymus none 


60.3 


54.0 


64030-1 Kidney none 


32.1 


26,4 



Table 37. Panel CNSD.01 



Tissue Name 


Relative 
Expression(%) 


Tissue Name 


Relative 
Expression(%) 


cnslx4tm6177f 
agl215 bl 


cnslx4tm6177f 
aKl215_M 


102633 BA4 Control • 


20.2 


102605 BA17PSP 


31.1 


102641 BA4Control2 


34.5 


102612 BA17PSP2 


9.9 


102625 BA4 Alzheimer's2 


9.0 


102637 Sub Nigra Control 


54.5 


102649 BA4 Parkinson's 


32.9 


102645 Sub Nigra Control2 


31.7 


102656 BA4Parkinson's2 


46.8 


102629_Sub Nigra 
Alzheimer^ 


24.2 


102664_BA4 Huntington's 


36.2 


102660_Sub Nigra Parkinson^ 


91.5 


102671 BA4Huntington's2 


11.1 


102667_Sub Nigra 
Huntington's 


80.6 


102603 BA4PSP 


15.8 


102674_Sub Nigra 
Huntington's2 


43.0 


102610 BA4PSP2 


45.9 


102614 Sub Nigra PSP2 


24.8 ; 


102588_BA4 Depression 


19.6 


102592_Sub Nigra Depression 


18.5 


102596 BA4 Depression2 


7.8 


102599 Sub Nigra Depression2 


12.0 


102634 BA7 Control 


26.1 


102636 Glob Palladus Control 


20.2 


102642 BA7 Control 


32.8 


102644 Glob Palladus Control2 


10.7 


102626 BA7 Alzheimer's2 


4.5 


l02620_Glob Palladus 
Alzheimer's 


21.6 


102650 BA7 Parkinson's 


22.9 


102628_Glob Palladus 
Alzheimer^ 


4.9 
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102657 BA7 Parkinson^ 


35.5 


102652_Glob Palladus 
Parkinson's 


100.0 


102665 BA7 Huntington's 


39.1 


102659 JjlobPalladus 
Parkinson's2 


23.0 


102672_BA7 Huntington's2 


40.4 


102606 Glob Palladus PSP 


10.1 


102604_BA7PSP 


31.2 


102613 Glob Palladus PSP2 


11.8 


1AO/C11 TIAT'DCTJO 

lUZOll iJ A; rorZ 


32.2 


102591j31ob Palladus 
Depression 


OO A 

23 A 


102589_BA7 Depression 


6.2 


102638_Temp Pole Control 


7.7 


102632 BA9 Control 


12.5 


l02646_Temp Pole Control2 


29.2 


102640 BA9 Control 


48.5 


102622_Temp Pole Alzheimer's 


4.0 


102617 BA9 Alzheimer's 


6.9 


102630_Temp Pole 
Alzheimer's2 


3.6 


102624 BA9 Alzheimer 


5.4 


102653_Temp Pole Parkinson's 


22.5 


102648 BA9 Parkinson's 


25.2 


102661JTempPole 
Parkinson's2 


22.1 


102655 BA9Parkinson*s2 


33.4 


102668 JTemp Pole 
Huntington's 


30.6 


102663_BA9 Huntington's 


44.8 


102607 Temp Pole PSP 


3.8 


102670JBA9 Huntington's2 


13.7 


102615_TempPolePSP2 


2.2 


102602 BA9 PSP 


23.4 


!02600_TempPole 
Depressioru 


7.1 


lOzoOy B Ay PbP2 


5.0 


l02639_Cing Gyr Control 


CO A 

58.9 


1 AO COO T> A A tt\ ? - 

10255/ J3 Ay Depression 


10,8 


102647_Cing Gyr Controu 


40.2 


1 AO CAC T> A A tx r <"» 

102595_UA9 Depressionz 


1 1 o 

11.8 


1 AO^OI f~i A 1 1_ _ * „J_ 

102623_Cing Gyr Alzhenners 


1 A O 

19.3 


102635 BA17 Control 


OA £. 

39.6 


10263 l_Cing Gyr Alzheimer sz 


1 1 o 

11.8 


102643 BA17 Control2 


40.0 


102654_Cing Gyr Parkinson's 


42.1 


102627 BA1 7 Alzheimer 


7.6 


102662 Cing Gyr Parkinson's2 


35.7 


102651 BA17 Parkinson's 


31.2 


102669 Cing Gyr Huntington's 


62.0 


102658 BA1 7 Parkinson s2 


35.2 


102676_Cing Gyr 
Huntington s2 


28.7 


iuzooo_rJAi / xiunnngtons 


AH 0 


iuzous_cing uyr roi* 


oo.o 


1 02673 JBA1 7 Huntington's2 


25.0 


10261 6_Cing Gyr PSP2 


5.2 


102590_BA17 Depression 


22.2 


102594_Cing Gyr Depression 


14.7 


102597_BA17 Depression2 


41.7 


102601 Cing Gyr Depression2 


32.0 



Panel 1.2 Summary: Agl215/Agl382 Two replicate experiments were performed 
using probe and primer sets of identical sequences; however, relatively disparate results were 
obtained on this panel. For Agl215, the MOL5a gene is expressed at high levels across most 
of the tissues on this panel with highest expression in treated endothelial cells (CT value = 23). 
For Agl382, the MOL5a gene is expressed at high levels across most of the tissues on this 
panel with highest expression in an ovarian cancer cell line (CT value = 22). To summarize 
the expression profile, there appears to be widespread expression of the MOL5a gene in a 
number of tissues and cell lines. Furthermore, the expression of this gene seems to be 
associated with reproductive tissues and cancer cell lines whose origins are such. For 
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instance, there is significant expression in ovarian cell lines, breast cell lines and placenta 
tissue. There is also moderate expression in kidney tissues and lung cell lines. 

Panel 2.2 Summary: Agl215 There appears to be widespread expression of the 
MOL5a gene in the samples of panel 2.2. Specifically, there seems to be an association of 

5 expression in breast cancer and normal ovarian tissue. This is reasonably consistent with the 
results obtained from Panel 1.2. In addition, there is also some correlation with expression in 
normal kidney tissue when compared to kidney cancers, also consistent with the observations 
in Panel 1.2. Thus, therapeutic modulation of this gene or gene product might show utility in 
the treatment of breast cancer, ovarian cancer or kidney cancer. 

0 Panel 4D Summary: Agl215/Agl382 Results from two replicate experiments 

performed using probe and primer sets of identical sequences are in reasonable agreement. 
The MOL5a transcript is widely expressed in cell lines from this panel (CT values = 25-30), 
including thymus, lung, muco-epidennoid cell lines, fibroblasts from diverse origin, and 
activated T cells. In addition, the MOL5a gene is expressed in normal colon but not in colons 

5 from patients with Crohn's disease or colitis. Thus, protein therapeutics designed with the 
putative semaphorin encoded for by this protein could reduce or eliminate inflammation and 
tissue destruction due to IBD. High expression of this transcript was found on primary resting 
Thl T cells, and also primary resting Th2 and Trl T cells. The high expression of this 
transcript in secondary T cells treated with CD95 suggests that this transcript encodes for a 

:0 protein involved in activation of cell death. Furthermore, high expression of the MOL5A 
transcript is also found in activated basophils and eosinophils, suggesting a role for this protein 
in allergic disorder such as asthma, contact hypersensitivity, and hypersensitive immediate 
reactions. Antibody or protein therapeutics designed against the protein encoded for by this 
transcript could therefore reduce or inhibit inflammation in allergy, asthma, emphysema, 

:5 psoriasis and/or autoimmunity. 

Panel CNSD.01 Summary: Agl215 Semaphorins can act as axon guidance proteins, 
specifically through their ability to act as chemorepellents that inhibit CNS regenerative 
capacity. Manipulation of levels of the MOL4 semaphorin-like protein may therefore be of use 
in inducing a compensatory synaptogenic response to neuronal death in Alzheimer's disease, 

.0 Parkinson's disease, Huntington's disease, spinocerebellar ataxia, progressive supranuclear 
palsy, multiple sclerosis, ALS, head trauma, stroke, or any other disease/condition associated 
with neuronal loss. 

Example 2: TaqMan Data for MOL7 
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TaqMan data was acquired for MOL7 as described in Eaxample 1 using the primers 
specified. The relative expression of MOL7 in the described tissues is represented in the 
graphs below. 
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Example 3 SeqCaUingTM Technology 

cDNA was derived from various human samples representing multiple tissue types, 
normal and diseased states, physiological states, and developmental states from different 
donors. Samples were obtained as whole tissue, cell lines, primary cells or tissue cultured 

5 primary cells and cell lines. Cells and cell lines may have been treated with biological or 
chemical agents that regulate gene expression for example, growth factors, chemokines, 
steroids. The cDNA thus derived was then sequenced using CuraGen's proprietary SeqCalling 
technology. Sequence traces were evaluated manually and edited for corrections if appropriate. 
cDNA sequences from all samples were assembled with themselves and with public ESTs 

0 using bioinformatics programs to generate CuraGen's human SeqCalling database of 

SeqCalling assemblies. Each assembly contains one or more overlapping cDNA sequences 
derived from one or more human samples. Fragments and ESTs were included as components 
for an assembly when the extent of identity with another component of the assembly was at 
least 95% over 50 bp. Each assembly can represent a gene and/or its variants such as splice 

.5 forms and/or single nucleotide polymorphisms (SNPs) and their combinations. 

Variant sequences are included in this application. A variant sequence can include a 
single nucleotide polymorphism (SNP). A SNP can, in some instances, be referred to as a 
"cSNP" to denote that the nucleotide sequence containing the SNP originates as a cDNA. A 
SNP can arise in several ways. For example, a SNP may be due to a substitution of one 

10 nucleotide for another at the polymorphic site. Such a substitution can be either a transition or 
a transversion. A SNP can also arise from a deletion of a nucleotide or an insertion of a 
nucleotide, relative to a reference allele. In this case, the polymoiphic site is a site at which 
one allele bears a gap with respect to a particular nucleotide in another allele. SNPs occurring 
within genes may result in an alteration of the amino acid encoded by the gene at the position 

15 of the SNP. Intragenic SNPs may also be silent, however, in the case that a codon including a 
SNP encodes the same amino acid as a result of the redundancy of the genetic code. SNPs 
occurring outside the region of a gene, or in an intron within a gene, do not result in changes in 
any amino acid sequence of a protein but may result in altered regulation of the expression 
pattern for example, alteration in temporal expression, physiological response regulation, cell 

50 type expression regulation, intensity of expression, stability of transcribed message. 

Method of novel SNP Identification: SNPs are identified by analyzing sequence 
assemblies using CuraGen's proprietary SNPTool algorithm. SNPTool identifies variation in 
assemblies with the following criteria: SNPs are not analyzed within 10 base pairs on both 
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ends of an alignment; Window size (number of bases in a view) is 10; The allowed number of 
mismatches in a window is 2; Minimum SNP base quality (PHRED score) is 23; Minimum 
number of changes to score an SNP is 2/assembly position. SNPTool analyzes the assembly 
and displays SNP positions, associated individual variant sequences in the assembly, the depth 
of the assembly at that given position, the putative assembly allele frequency, and the SNP 
sequence variation. Sequence traces are then selected and brought into view for manual 
validation. The consensus assembly sequence is imported into CuraTools along with variant 
sequence changes to identify potential amino acid changes resulting from the SNP sequence 
variation. Comprehensive SNP data analysis is then exported into the SNPCalling database. 

Method of novel SNP Confirmation: SNPs are confirmed employing a validated 
method know as Pyrosequencing (Pyrosequencing, Westborough, MA). Detailed protocols for 
Pyrosequencing can be found in: 

Alderborn et al. Determination of Single Nucleotide Polymorphisms by Real-time 
Pyrophosphate DNA Sequencing. (2000). Genome Research. 10, Issue 8, August. 1249-1265. 

In brief, Pyrosequencing is a real time primer extension process of genotyping. This 
protocol takes double-stranded, biotinylated PCR products from genomic DNA samples and 
binds them to streptavidin beads. These beads arc then denatured producing single stranded 
bound DNA. SNPs are characterized utilizing a technique based on an indirect 
bioluminometric assay of pyrophosphate (PPi) that is released from each dNTP upon DNA 
chain elongation. Following Klenow polymerase-mediated base incorporation, PPi is released 
and used as a substrate, together with adenosine S'-phosphosulfate (APS), for ATP sulfurylase, 
which results in the formation of ATP. Subsequently, the ATP accomplishes the conversion of 
luciferin to its oxi-derivative by the action of luciferase. The ensuing light output becomes 
proportional to the number of added bases, up to about four bases. To allow processivity of the 
method dNTP excess is degraded by apyrase, which is also present in the starting reaction 
mixture, so that only dNTPs are added to the template during the sequencing. The process has 
been fully automated and adapted to a 96-well format, which allows rapid screening of large 
SNP panels. 
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EQUIVALENTS 

Although particular embodiments have been disclosed herein in detail, this has been 
done by way of example for purposes of illustration only, and is not intended to be limiting 
with respect to the scope of the appended claims, which follow. In particular, it is 
contemplated by the inventors that various substitutions, alterations, and modifications maybe 
made to the invention without departing from the spirit and scope of the invention as defined 
by the claims. The choice of nucleic acid starting material, clone of interest, or library type is 
believed to be a matter of routine for a person of ordinary skill in the art with knowledge of the 
embodiments described herein. Other aspects, advantages, and modifications considered to be 
within the scope of the following claims. 
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WHAT IS CLAIMED IS: 

1 . An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of: 

(a) a mature form of an amino acid sequence selected from the group consisting of 
SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; 

(b) a variant of a mature form of an amino acid sequence selected from the group 
consisting of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, wherein 
one or more amino acid residues in said variant differs from the amino acid 
sequence of said mature form, provided that said variant differs in no more than 
15% of the amino acid residues from the amino acid sequence of said mature 
form; 

(c) an amino acid sequence selected from the group consisting of SEQ ID NOS:2, 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; and 

(d) a variant of an amino acid sequence selected from the group consisting of SEQ 
ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, wherein one or more 
amino acid residues in said variant differs from the amino acid sequence of said 
mature form, provided that said variant differs in no more than 15% of amino 
acid residues from said amino acid sequence. 

2 The polypeptide of claim 1, wherein said polypeptide comprises the amino acid 

sequence of a naturally-occurring allelic variant of an amino acid sequence selected 
from the group consisting of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24. 

3 . The polypeptide of claim 2, wherein said allelic variant comprises an amino acid 
sequence that is the translation of a nucleic acid sequence differing by a single 
nucleotide from a nucleic acid sequence selected from the group consisting of SEQ ID 
NOS:i, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23. 

4. The polypeptide of claim 1, wherein the amino acid sequence of said variant comprises 
a conservative amino acid substitution. 
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5 . An isolated nucleic acid molecule comprising a nucleic acid sequence encoding a 
polypeptide comprising an amino acid sequence selected from the group consisting of: 

(a) a mature form of an amino acid sequence selected from the group consisting of 
SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; 

(b) a variant of a mature form of an amino acid sequence selected from the group 
consisting of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, wherein 
one or more amino acid residues in said variant differs from the amino acid 
sequence of said mature form, provided that said variant differs in no more than 
1 5% of the amino acid residues from the amino acid sequence of said mature 
form; 

(c) an amino acid sequence selected from the group consisting of SEQ ID NOS:2, 
4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24; 

(d) a variant of an amino acid sequence selected from the group consisting SEQ ID 
NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, wherein one or more amino 
acid residues in said variant differs from the amino acid sequence of said 
mature form, provided that said variant differs in no more than 1 5% of amino 
acid residues from said amino acid sequence; 

(e) a nucleic acid fragment encoding at least a portion of a polypeptide comprising 
an amino acid sequence chosen from the group consisting of SEQ ID NOS:2, 4, 
6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, or a variant of said polypeptide, wherein 
one or more amino acid residues in said variant differs from the amino acid 
sequence of said mature form, provided that said variant differs in no more than 
15% of amino acid residues from said amino acid sequence; and 

(£) a nucleic acid molecule comprising the complement of (a), (b), (c), (d) or (e). 

6. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule comprises the 
nucleotide sequence of a naturally-occurring allelic nucleic acid variant 

7. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule encodes a 
polypeptide comprising the amino acid sequence of a naturally-occurring polypeptide 
variant. 
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8. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule differs by a 
single nucleotide from a nucleic acid sequence selected from the group consisting of 
SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23. 

9. The nucleic acid molecule of claim 5, wherein said nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of: 

(a) a nucleotide sequence selected from the group consisting of SEQ ID NOS : 1 , 3, 
5, 7, 9, 11, 13, 15, 17, 19, 21, and 23; 

(b) a nucleotide sequence differing by one or more nucleotides from a nucleotide 
sequence selected from the group consisting of SEQ ID NOS:l, 3, 5, 7, 9, 11, 
13, 15, 17, 19, 21, and 23, provided that no more than 20% of the nucleotides 
differ from said nucleotide sequence; 

(c) a nucleic acid fragment of (a); and 

(d) a nucleic acid fragment of (b). 

1 0. The nucleic acid molecule of claim 5, wherein said nucleic acid molecule hybridizes 
under stringent conditions to a nucleotide sequence chosen from the group consisting 
of SEQ ID NOS:l, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, and 23, or a complement of said 
nucleotide sequence. 

1 1. The nucleic acid molecule of claim 5, wherein the nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of: 

(a) a first nucleotide sequence comprising a coding sequence differing by one or 
more nucleotide sequences from a coding sequence encoding said amino acid 
sequence, provided that no more than 20% of the nucleotides in the coding 
sequence in said first nucleotide sequence differ from said coding sequence; 

(b) an isolated second polynucleotide that is a complement of the first 
polynucleotide; and 

(c) a nucleic acid fragment of (a) or (b). 

1 2. A vector comprising the nucleic acid molecule of claim 1 1 . 

1 3 . The vector of claim 1 2, further comprising a promoter operably-linked to said nucleic 
acid molecule. 
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14, A cell comprising the vector of claim 12. 

15.. An antibody that binds immunospecifically to the polypeptide of claim 1 . 

16. The antibody of claim 1 5, wherein said antibody is a monoclonal antibody. 

17. The antibody of claim 15, wherein the antibody is a humanized antibody. 

18. A method for determining the presence or amount of the polypeptide of claim 1 in a 
sample, the method comprising: 

(a) providing the sample; 

(b) contacting the sample with an antibody that binds immunospecifically to the 
polypeptide; and 

(c) determining the presence or amount of antibody bound to said polypeptide, 
thereby determining the presence or amount of polypeptide in said sample. 

19. A method for determining the presence or amount of the nucleic acid molecule of 
claim 5 in a sample, the method comprising: 

(a) providing the sample; 

(b) contacting the sample with a probe that binds to said nucleic acid molecule; and 

(c) determining the presence or amount of the probe bound to said nucleic acid 
molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said sample. 

20. The method of claim 19 wherein presence or amount of the nucleic acid molecule is 
used as a marker for cell or tissue type. 

21. The method of claim 20 wherein the cell or tissue type is cancerous. 

22. A method of identifying an agent that binds to a polypeptide of claim 1, the method 
comprising: 

(a) contacting said polypeptide with said agent; and 

(b) determining whether said agent binds to said polypeptide. 
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23. The method of claim 22 wherein the agent is a cellular receptor or a downstream 
effector. 

24. A method for identifying an agent that modulates the expression or activity of the 
polypeptide of claim 1, the method comprising: 

(a) providing a cell expressing said polypeptide; 

(b) contacting the cell with said agent, and 

(c) determining whether the agent modulates expression or activity of said 
polypeptide, 

whereby an alteration in expression or activity of said peptide indicates said agent modulates 
expression or activity of said polypeptide. 

25. A method for modulating the activity of the polypeptide of claim 1, the method 
comprising contacting a cell sample expressing the polypeptide of said claim with a 
compound that binds to said polypeptide in an amount sufficient to modulate the 
activity of the polypeptide. 

26. A method of treating or preventing a MOLX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
the polypeptide of claim 1 in an amount sufficient to treat or prevent said MOLX- 
associated disorder in said subject. 

27. The method of claim 26 wherein the disorder is selected from the group consisting of 
cardiomyopathy and atherosclerosis. 

28. The method of claim 26 wherein the disorder is related to cell signal processing and 
metabolic pathway modulation. 

29. The method of claim 26, wherein said subject is a human. 

30. A method of treating or preventing a MOLX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
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the nucleic acid of claim 5 in an amount sufficient to treat or prevent said MOLX- 
associated disorder in said subject. 

3 1 . The method of claim 30 wherein the disorder is selected from the group consisting of 
cardiomyopathy and atherosclerosis. 

32. The method of claim 30 wherein the disorder is related to cell signal processing and 
metabolic pathway modulation. 

33. The method of claim 30, wherein said subject is a human. 

34. A method of treating or preventing a MOLX-associated disorder, said method 
comprising administering to a subject in which such treatment or prevention is desired 
the antibody of claim 15 in an amount sufficient to treat or prevent said MOLX- 
associated disorder in said subject 

35. The method of claim 34 wherein the disorder is diabetes. 

36. The method of claim 34 wherein the disorder is related to cell signal processing and 
metabolic pathway modulation. 

37. The method of claim 34, wherein the subject is a human. 

38. A pharmaceutical composition comprising the polypeptide of claim 1 and a 
pharmaceutically-acceptable carrier. 

39. A pharmaceutical composition comprising the nucleic acid molecule of claim 5 and a 
pharmaceutically-acceptable carrier. 

40. A pharmaceutical composition comprising the antibody of claim 15 and a 
pharmaceutically-acceptabie carrier. 

41. A kit comprising in one or more containers, the pharmaceutical composition of claim 
38. 
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42. A kit comprising in one or more containers, the pharmaceutical composition of claim 

43. A kit comprising in one or more containers, the pharmaceutical composition of claim 4 

44. A method for detennining the presence of or predisposition to a disease associated with 
altered levels of the polypeptide of claim 1 in a first mammalian subject, the method 
comprising: 

(a) measuring the level of expression of the polypeptide in a sample from the first 
mammalian subject; and 

(b) comparing the amount of said polypeptide in the sample of step (a) to the 
amount of the polypeptide present in a control sample from a second 
mammalian subject known not to have, or not to be predisposed to, said 
disease; 

wherein an alteration in the expression level of the polypeptide in the first subject as compared 
to the control sample indicates the presence of or predisposition to said disease. 

45. The method of claim 44 wherein the predisposition is to cancers. 

46. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the nucleic acid molecule of claim 5 in a first mammalian subject, the 
method comprising: 

(a) measuring the amount of the nucleic acid in a sample from the first mammalian 
subject; and 

(b) comparing the amount of said nucleic acid in the sample of step (a) to the 
amount of the nucleic acid present in a control sample from a second 
mammalian subject known not to have or not be predisposed to, the disease; 

wherein an alteration in the level of the nucleic acid in the first subject as compared to the 
control sample indicates the presence of or predisposition to the disease. 

47. The method of claim 46 wherein the predisposition is to a cancer. 
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48. A method of treating a pathological state in a mammal, the method comprising 
administering to the mammal a polypeptide in an amount that is sufficient to alleviate 
the pathological state, wherein the polypeptide is a polypeptide having an amino acid 
sequence at least 95% identical to a polypeptide comprising an amino acid sequence of 
at least one of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, or a 
biologically active fragment thereof. 

49. A method of treating a pathological state in a mammal, the method comprising 
administering to the mammal the antibody of claim 1 5 in an amount sufficient to 
alleviate the pathological state. 

50. A method for the screening of a candidate substance interacting with an olfactory 
receptor polypeptide selected from the group consisting of SEQ ID NOS:2, 4, 6, 8, 10, 
12, 14, 16, 18, 20, 22, and 24, or fragments or variants thereof, comprises the following 
steps: 

a) providing a polypeptide selected from the group consisting of the 
sequences of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 24, or a 
peptide fragment or a variant thereof; 

b) obtaining a candidate substance; 

c) bringing into contact said polypeptide with said candidate substance; 
and 

d) detecting the complexes formed between said polypeptide and said 
candidate substance. 

51. A method for the screening of ligand molecules interacting with an olfactory receptor 
polypeptide selected from the group consisting of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, and 24, wherein said method comprises: 
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a) providing a recombinant eukaryotic host cell containing a nucleic acid 
encoding a polypeptide selected from the group consisting of the polypeptides 
comprising the amino acid sequences SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, and 24; 

b) preparing membrane extracts of said recombinant eukaryotic host cell; 

c) bringing into contact the membrane extracts prepared at step b) with a 
selected ligand molecule; and 

d) detecting the production level of second messengers metabolites. 

52. A method for the screening of ligand molecules interacting with an olfactory receptor 
polypeptide selected from the group consisting of SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 
16, 18, 20, 22, and 24, wherein said method comprises: 

a) providing an adenovirus containing a nucleic acid encoding a 
polypeptide selected from the group consisting of polypeptides comprising the 
amino acid sequences SEQ ID NOS:2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, and 
24; 

b) infecting an olfactory epithelium with said adenovirus; 

c) bringing into contact the olfactory epithelium b) with a selected ligand 
molecule; and 

d) detecting the increase of the response to said ligand molecule. 



221 



THIS PAGE BLANK (usptoj 



This Page is Inserted by IFW Indexing and Scanning 
Operations and is not part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 

□ BLACK BORDERS 

□ IMAGE CUT OFF AT TOP, BOTTOM OR SIDES 

□ FADED TEXT OR DRAWING 

□ BLURRED OR ILLEGIBLE TEXT OR DRAWING 

□ SKEWED/SLANTED IMAGES 

□ COLOR OR BLACK AND WHITE PHOTOGRAPHS 

□ GRAY SCALE DOCUMENTS 

□ LINES OR MARKS ON ORIGINAL DOCUMENT 

□ REFERENCE(S) OR EXHIBIT(S) SUBMITTED ARE POOR QUALITY 

□ OTHER: 

IMAGES ARE BEST AVAILABLE COPY. 
As rescanning these documents will not correct the image 
problems checked, please do not report these problems to 
the IFW Image Problem Mailbox. 



THIS PAGE BLANK fliera 



